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<210> 1 

<211> 1909 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human Fritz (frizzled protein homolog) cDNA 

<220> 

<221> CDS 

<222> (70) . . (1047) 

<223> Fritz 



1 



<220> 

<221> modif ied_base 
<222> (42) 

<223> n = g, a, c or t 



<400> 1 

cggagacggc 

gccgggatca 

gccctggctg 

gtccgcatcc 

caccacagca 

acccactgca 

attgacttcc 

ggctgtgagc 

gagctgccag 

ggagctgatt 

tgtaaatgta 

gtcattcggg 

gaggtgaagg 

tataccagct 

ggctatgaag 

tggaaggatc 

ctcagtaaaa 

tcgaaccccc 

cctattaaga 

tattctattg 

ggtttctgct 

atattgtgag 

aattaaacat 

tgcaccccaa 

gctagatatg 

tttgggcatt 

tgaagtcaaa 

acacccaaga 

agaacatttt 

tagcattctt 

gaaatgaatt 

tttaaataaa 



ggagcgggcc 
tggtctgcgg 
ctctctgcct 
ccctgtgcaa 
ctcaggacaa 
gccccgatct 
agcacgagcc 
ccatactcat 
tgtacgacag 
ttcctatgga 
agcctattag 
ctaaagttaa 
agattctaaa 
ctggctgcct 
atgaggaacg 
gactcggtaa 
gtgattctag 
ggcaagcacg 
cttacttgca 
tttactataa 
tctctcttct 
ttttctattt 
gctgttacca 
ttgggaatgc 
ccttaaaaca 
ctcctcatgc 
tgtcacatag 
tgaattattt 
gcctgattga 
cttttggcaa 
ataactagac 
cccattggtg 



ttgttggcgt 
cagcccggga 
gctccgggtg 
gtccctgccc 
cgccatcctg 
gctcttcttc 
catcaagccc 
caagtaccgc 
gggcgtgtgc 
ttctagtaac 
agctacacag 
agagataaag 
gtcctctctg 
ctgccctcca 
ttccagatta 
aaaagttaag 
caatagtgat 
caactaaatc 
ttgctggact 
aaatcatgtg 
ctcaacccct 
cactaatcat 
gagcctcttt 
aatattggat 
tactctgccg 
ttagaaagtt 
gcaaagcaat 
ttgagactgt 
gaagcacaac 
tacatttgat 
atctgctgtt 
aaagtcccaa 



ccactgcgcg 
gggatgctgc 
cccggggctc 
tggaacatga 
gccatcgagc 
ctctgtgcca 
tgtaagtctg 
cactcgtggc 
atctctcccg 
ggaaactgta 
aagacctatt 
actaagtgcc 
gtaaacattc 
cttaatgtta 
ctcttggtgg 
cgctgggata 
tccactcaga 
ccgaaataca 
agcaaaggaa 
ataactgatt 
ttgtaatggt 
gagaaaaact 
gctggagtct 
gaaaagagag 
atctaattac 
ccaaatgttt 
caagcaccag 
caggaagtaa 
tgaaaccagt 
ttgttcatga 
atcaccatag 
aaaaaaaaaa 



gntgcaccct 
tgctgcgggc 
gggctgcagc 
ctaagatgcc 
agttcgaagg 
tgtacgcgcc 
tgtgcgagcg 
cggagaacct 
aggccatcgt 
gaggggcaag 
tccggaacaa 
atgatgtgac 
cacgggacac 
atgaggaata 
aaggctctat 
tgaagcttcg 
gtcagaagtc 
aaaagtaaca 
aattgcacta 
attacttctg 
ttgggggcag 
gttcttttgc 
ccagatgtta 
gtttctggta 
agccttattt 
ataaaggtaa 
gaagtgttta 
aataaatagg 
agccgctggg 
atatattaat 
ttttgtttaa 
aaaaaaaaa 



gccccatcct 
cgggctgctt 
ctgtgagccc 
caaccacctg 
tctgctgggc 
catctgcacc 
ggcccggcag 
ggcctgcgag 
tactgcggac 
cagtgaacgc 
ttacaactat 
tgcagtagtg 
tgtcaacctc 
tatcatcatg 
agctgagaag 
tcatcttgga 
tggcaggaac 
cagtggactt 
ttgcacatca 
tttctctttt 
actcttaagt 
aataataata 
atttactttc 
ttcacagaaa 
ttgtatgcct 
aatggcagtt 
tgaggaaaca 
agcttaagaa 
gtgttaatgg 
cagcattaga 
tttgcttcct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1909 



<210> 2, 
<211> 325 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human Fritz (frizzled protein homolog) 
<400> 2 

Met Val Cys Gly Ser Pro Gly Gly Met Leu Leu Leu Arg Ala Gly Leu 
15 10 15 

Leu Ala Leu Ala Ala Leu Cys Leu Leu Arg Val Pro Gly Ala Arg Ala 
20 25 30 

Ala Ala Cys Glu Pro Val Arg lie Pro Leu Cys Lys Ser Leu Pro Trp 
35 40 45 

Asn Met Thr Lys Met Pro Asn His Leu His His Ser Thr Gin Asp Asn 
50 55 60 



2 



Ala lie Leu Ala lie Glu Gin Phe Glu Gly Leu Leu Gly Thr His Cys 
65 70 75 80 



Ser Pro Asp Leu Leu Phe Phe Leu Cys Ala Met Tyr Ala Pro lie Cys 
85 90 95 

Thr lie Asp Phe Gin His Glu Pro lie Lys Pro Cys Lys Ser Val Cys 
100 105 110 

Glu Arg Ala Arg Gin Gly Cys Glu Pro lie Leu lie Lys Tyr Arg His 
115 120 125 

Ser Trp Pro Glu Asn Leu Ala Cys Glu Glu Leu Pro Val Tyr Asp Arg 
13 0 13 5 14 0 

Gly Val Cys lie Ser Pro Glu Ala lie Val Thr Ala Asp Gly Ala Asp 
145 150 155 160 

Phe Pro Met Asp Ser Ser Asn Gly Asn Cys Arg Gly Ala Ser Ser Glu 
165 170 175 

Arg Cys Lys Cys Lys Pro lie Arg Ala Thr Gin Lys Thr Tyr Phe Arg 
180 185 190 

Asn Asn Tyr Asn Tyr Val lie Arg Ala Lys Val Lys Glu lie Lys Thr 
195 200 205 

Lys Cys His Asp Val Thr Ala Val Val Glu Val Lys Glu lie Leu Lys 
210 215 220 

Ser Ser Leu Val Asn lie Pro Arg Asp Thr Val Asn Leu Tyr Thr Ser 
225 230 235 240 

Ser Gly Cys Leu Cys Pro Pro Leu Asn Val Asn Glu Glu Tyr lie lie 
245 250 255 

Met Gly Tyr Glu Asp Glu Glu Arg Ser Arg Leu Leu Leu Val Glu Gly 
260 265 270 

Ser lie Ala Glu Lys Trp Lys Asp Arg Leu Gly Lys Lys Val Lys Arg 
275 280 285 

Trp Asp Met Lys Leu Arg His Leu Gly Leu Ser Lys Ser Asp Ser Ser 
290 295 300 

Asn Ser Asp Ser Thr Gin Ser Gin Lys Ser Gly Arg Asn Ser Asn Pro 
305 310 315 320 

Arg Gin Ala Arg Asn 
325 



<210> 3 

<211> 2540 

<212> DNA 

<2 13 > Mus musculus 

<220> 

<223> mouse Fritz (f rizzled-related protein) cDNA 



3 



<220> 
<221> CDS 

<222> (365) . . (1336) 
<223> Fritz 

<220> 

<2 21> modif ied_base 
<222> (1) . . (2540) 
<223> n = g, a, c or t 



<400> 3 

gaattcggca 

cccctcatct 

atgctgcctc 

gctccgccaa 

cccaggggtg 

acttcggaac 

gaccatggtc 

ggctgctctc 

catcccgctg 

cagcacccag 

ctgcagcccg 

cttccagcac 

cgagcccatt 

gccggtgtac 

ggattttcct 

atgtaagcct 

ccgggctaaa 

gaaggaaatt 

cacctctggc 

tgaagacgag 

ggatcggctt 

taaaactgat 

gccagcacgc 

ctggcgctgc 

gcagacaccg 

ctggggttag 

cttttgcaac 

ctgggtttaa 

aatcctggtc 

atagtcttgt 

tataaaggta 

ggaagcattt 

aaataaatag 

atcagtagcc 

aatgtattca 

ctctgcttcc 

ttggcttgct 

ggtgttattt 

tgtgcacatt 

gtgtgtttat 

nactagatta 

ttaatgctcc 

ccaaaaaaaa 



cgagctgaat 
gattgatgtg 
gcctagaggc 
gctagtggac 
ggggcagctc 
gaaagtgtct 
tgctgcggcc 
tgcctgctcc 
tgcaagtccc 
gctaacgcca 
gatcttctct 
gagcccatca 
ctcatcaagt 
gaccgcggcg 
atggattcaa 
gtcagagcta 
gttaaagagg 
ctaaaggcat 
tgcctctgtc 
gaacgttcca 
ggtaagaaag 
gctagcgatt 
agctaaatcc 
tggactaaca 
cgtggctacc 
atcctttaat 
cagaatagta 
tttggtgttc 
atatctcaag 
gtttgtacct 
gaacggcatt 
atgaggaaac 
tgttgggagc 
ttgagccatt 
cgagcattag 
ttctaaatca 
ggtattggcc 
aacagaggta 
tgtttacttt 
gtctgtattt 
gagtagacta 
atcaagatgt 
aaaaaaaaaa 



ttgacttttg 
ctaaggctga 
ttagacgctt 
cggacctggg 
cccaggtcgt 
cccgcgtccg 
cgggacggat 
aggtgcccgg 
ttccctggaa 
tcctggccat 
tcttcctctg 
agccctgcaa 
accgccactc 
tgtgcatctc 
gtactggaca 
cacagaagac 
taaagatgaa 
cactggtaaa 
ctccacttac 
ggttactctt 
tcaagcgctg 
ccactcagaa 
tgaaatgtaa 
aaggaaaacg 
gaagttactt 
atgttatata 
aattaaatat 
tgtaccctga 
aactagatat 
gtttggccat 
ttgaaatcag 
gccacacagc 
caagaaaaga 
aacagcagtg 
agatgaactt 
aacccattgt 
aggaaaagaa 
tgtaactcta 
ttttcttcct 
tggggggtgg 
ggctcattgg 
ctaataaaag 



tttttatttc 
tgtctctgcc 
gggaagagca 
agcacttgga 
tgggatcacc 
tcgctcgtgc 
gctgctagga 
agctcaggct 
catgaccaag 
ggaacagttc 
tgcaatgtac 
gtctgtgtgt 
gtggccggaa 
tcctgaggcc 
ctgcagaggg 
ctatttccgg 
atgtcatgat 
cattccaagg 
tgtcaatgag 
ggtagaaggc 
ggatatgaaa 
tcagaagtct 
aaggccacac 
cacagttgtg 
ccggtcccct 
ttctgtttca 
gttgatgcta 
ttgagaatgc 
tgctgtaaga 
ttccctcatg 
acactgcaca 
atgacttatt 
atattttgcc 
ttcttctggc 
ataactagac 
tggatgctcc 
agtattaaag 
taaaagacta 
tttgctttgg 
gtaggtttaa 
cctagacatt 
gaatatggtt 



tctctggctt 
agagcgagag 
gccggcgcac 
tccaagagaa 
cctcggaacc 
gccctgcccc 
tgggccgggt 
gcagcctgtg 
atgcccaacc 
gaagggctgc 
gcacccattt 
gagcgcgccc 
agcttggcct 
atcgtcaccg 
gcaagcagcg 
aacaattaca 
gtgaccgccg 
gacaccgtca 
gaatatgtca 
tctatagctg 
ctccgacacc 
ggcaggaact 
ccacggactc 
ctcgtgaccg 
ttctcctgct 
tcaatcacgt 
aggtttctgt 
aatgtttcat 
cagcctctgc 
ctgtgaaagt 
cigcagagtag 
ttcaagattg 
tggttaaggg 
acgtttttga 
atctgttgtt 
ctctccattc 
tatgcatgca 
taatttacag 
gcttgtgatt 
nccattgcac 
atgatttgaa 
gtcaacagag 



cctcttctgc 
gaataaatag 
gagcgaccgg 
ctgtgattgt 
gcagggggag 
atcctgctgg 
tgctagtcct 
agcctgtccg 
acctgcacca 
tgggcaccca 
gcaccatcga 
gacagggctg 
gcgacgagct 
cggacggagc 
aacgttgcaa 
actatgtcat 
ttgtggaagt 
atctttatac 
tcatgggcta 
agaagtggaa 
ttggactggg 
ctaatccccg 
ccttctaaga 
attgtttacc 
tcttaatggc 
ggggactgtt 
actggactcc 
gtaaagagag 
tgctgcgctt 
tatacatgtt 
cccaacacca 
gcaggcagca 
gcacactgga 
tttgttcata 
atcactatag 
ataaataaat 
tgtgcaccag 
gacacggaaa 
ttggtttttg 
attcaagttg 
tttgtgttgt 
acgacaacac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2540 



<210> 4 

<211> 323 

<212> PRT 

<213> Mus musculus 
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<220> 

<223> mouse Fritz ( f rizzled-related protein) 



<400> 4 

Met Val Cys Cys Gly Pro Gly Arg Met Leu Leu Gly Trp Ala Gly Leu 
15 10 15 

Leu Val Leu Ala Ala Leu Cys Leu Leu Gin Val Pro Gly Ala Gin Ala 
20 25 30 

Ala Ala Cys Glu Pro Val Arg lie Pro Leu Cys Lys Ser Leu Pro Trp 
35 40 45 

Asn Met Thr Lys Met Pro Asn His Leu His His Ser Thr Gin Ala Asn 
50 55 60 

Ala lie Leu Ala Met Glu Gin Phe Glu Gly Leu Leu Gly Thr His Cys 
65 70 75 80 

Ser Pro Asp Leu Leu Phe Phe Leu Cys Ala Met Tyr Ala Pro lie Cys 
85 90 95 

Thr lie Asp Phe Gin His Glu Pro lie Lys Pro Cys Lys Ser Val Cys 
100 105 110 

Glu Arg Ala Arg Gin Gly Cys Glu Pro lie Leu lie Lys Tyr Arg His 
115 120 125 

Ser Trp Pro Glu Ser Leu Ala Cys Asp Glu Leu Pro Val Tyr Asp Arg 
130 135 140 

Gly Val Cys lie Ser Pro Glu Ala lie Val Thr Ala Asp Gly Ala Asp 
145 150 155 160 

Phe Pro Met Asp Ser Ser Thr Gly His Cys Arg Gly Ala Ser Ser Glu 
165 170 175 

Arg Cys Lys Cys Lys Pro Val Arg Ala Thr Gin Lys Thr Tyr Phe Arg 
180 185 190 

Asn Asn Tyr Asn Tyr Val lie Arg Ala Lys Val Lys Glu Val Lys Met 
195 200 205 

Lys Cys His Asp Val Thr Ala Val Val Glu Val Lys Glu lie Leu Lys 
210 215 220 

Ala Ser Leu Val Asn lie Pro Arg Asp Thr Val Asn Leu Tyr Thr Thr 
225 230 235 240 

Ser Gly Cys Leu Cys Pro Pro Leu Thr Val Asn Glu Glu Tyr Val lie 
245 250 255 

Met Gly Tyr Glu Asp Glu Glu Arg Ser Arg Leu Leu Leu Val Glu Gly 
260 265 270 

Ser lie Ala Glu Lys Trp Lys Asp Arg Leu Gly Lys Lys Val Lys Arg 
275 280 285 

Trp Asp Met Lys Leu Arg His Leu Gly Leu Gly Lys Thr Asp Ala Ser 
290 295 300 



5 



Asp Ser Thr Gin Asn Gin Lys Ser Gly Arg Asn Ser Asn Pro Arg Pro 
305 310 315 320 



Ala Arg Ser 



<210> 5 

<211> 1740 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human p21 activated kinase IB (PAK1B) cDNA 

<220> 

<221> CDS 

<222> (55) . . (1692) 

<223> PAK1B 



<400> 5 

ggagagccga 

aataacggcc 

atgattggag 

ccaaacccag 

aaaacaaata 

cacacaattc 

tgggcccgct 

gctgttctgg 

atgagcttta 

gctgtgtctg 

gatgctaccc 

cggtctgtga 

tcacctactg 

aagaagaagc 

gtgggcgatc 

accgtgtaca 

cttcagcagc 

aagaacccaa 

gttatggaat 

gaaggccaaa 

aaccaggtca 

gtcaagctaa 

accatggtag 

cccaaggttg 

ccatacctca 

gaacttcaga 

gagatggatg 

attgccaagc 

aacaatcact 



gaggagctga 
tagacattca 
ccggcagcaa 
aggagaagaa 
aaaagaaaga 
atgtcggttt 
tgcttcagac 
atgtgttgga 
cagataagtc 
agactcctgc 
caccaccagt 
ttgaaccact 
aaaataacac 
ctaaaatgtc 
ctaagaagaa 
cagcaatgga 
agcccaagaa 
acattgtgaa 
acttggctgg 
ttgcagctgt 
ttcacagaga 
ctgactttgg 
gaaccccata 
acatctggtc 
atgaaaaccc 
acccagagaa 
tggagaagag 
ccctctccag 
aaaaccacac 



gcgagcgcgg 
agacaaaccc 
agatgctgga 
aaagaaggac 
gaaagagcgg 
tgatgctgtc 
atcaaatatc 
gttttacaac 
agctgaggat 
agtgccacca 
gattgctcca 
tcctgtcact 
cactccacca 
tgatgaggag 
atatacacgg 
tgtggccaca 
agagctgatt 
ttacttggac 
aggctccttg 
gtgccgtgag 
catcaagagt 
attctgtgca 
ctggatggca 
cctgggcatc 
tctgagagcc 
gctgtcagct 
aggttcagct 
cctcactcca 
tcaccccagc 



aagtagctgc 
ccagcccctc 
accctaaacc 
cgattttacc 
ccagagattt 
acaggggagt 
actaagtcgg 
tcgaagaaga 
tacaattctt 
gtttcagaag 
cgcccagagc 
ccaactcggg 
gatgctttga 
atcttggaga 
tttgagaaga 
ggacaggagg 
attaatgaga 
agttacctcg 
acagatgtgg 
tgtctgcagg 
gacaatattc 
cagataaccc 
ccagaggttg 
atggccatcg 
ttgtacctca 
atcttccggg 
aaagagctgc 
ctgattgctg 
ctcattgtgc 



tgctggtggt 
cgatgagaaa 
atggttctaa 
gatccatttt 
ctctcccttc 
ttaccggaat 
agcagaagaa 
catccaacag 
ctaatgcctt 
atgaggatga 
acacaaaatc 
acgtggctac 
cccttaatac 
aattacgaag 
ttggacaagg 
tggccattaa 
tcctggtcat 
tgggagatga 
tgacagaaac 
ctctggagtc 
tgttgggaat 
cagagcagag 
tgacacgaaa 
aaatgattga 
ttgccaccaa 
actttctgaa 
tacagcatca 
cagctaagga 
caagccttct 



gacaatgtca 
taccagcact 
acctctgcct 
acctggagat 
agattttgaa 
gccagagcag 
aaacccgcag 
ccagaaatac 
gaatgtgaag 
tgatgatgat 
tgtatacaca 
atctcccatt 
tgagaagcag 
catagtgagt 
tgcttcaggc 
gcagatgaat 
gagggaaaac 
gctgtgggtt 
ttgcatggat 
tttgcattcg 
ggatggctct 
caaacggagc 
ggcctatggg 
aggggagcct 
tgggacccca 
ccgctgtctc 
attcctgaag 
ggcaacaaag 
gtgagataaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 



<210> 6 

<211> 545 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> human p21 activated kinase IB (PAK1B) 
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<400> 6 

Met Ser Asn Asn 
1 

Met Arg Asn Thr 
20 

Thr Leu Asn His 
35 

Lys Lys Lys Asp 
50 

Asn Lys Lys Lys 
65 

Phe Glu His Thr 



Thr Gly Met Pro 
100 

Thr Lys Ser Glu 
115 

Glu Phe Tyr Asn 
130 

Phe Thr Asp Lys 
145 

Val Lys Ala Val 



Glu Asp Asp Asp 
180 

Arg Pro Glu His 
195 

Leu Pro Val Thr 
210 

Thr Glu Asn Asn 
225 

Lys Gin Lys Lys 



Leu Arg Ser lie 
260 

Phe Glu Lys lie 
275 

Asp Val Ala Thr 
290 

Gin Gin Pro Lys 
305 



Gly Leu Asp lie 
5 

Ser Thr Met lie 



Gly Ser Lys Pro 
40 

Arg Phe Tyr Arg 
55 

Glu Lys Glu Arg 
70 

He His Val Gly 
85 

Glu Gin Trp Ala 



Gin Lys Lys Asn 
120 

Ser Lys Lys Thr 
135 

Ser Ala Glu Asp 
150 

Ser Glu Thr Pro 
165 

Asp Asp Asp Ala 



Thr Lys Ser Val 
200 

Pro Thr Arg Asp 
215 

Thr Thr Pro Pro 
230 

Lys Pro Lys Met 
245 

Val Ser Val Gly 



Gly Gin Gly Ala 
280 

Gly Gin Glu Val 
295 

Lys Glu Leu He 
310 



Gin Asp Lys Pro 
10 

Gly Ala Gly Ser 
25 

Leu Pro Pro Asn 



Ser He Leu Pro 
60 

Pro Glu He Ser 
75 

Phe Asp Ala Val 
90 

Arg Leu Leu Gin 
105 

Pro Gin Ala Val 



Ser Asn Ser Gin 
140 

Tyr Asn Ser Ser 
155 

Ala Val Pro Pro 
170 

Thr Pro Pro Pro 
185 

Tyr Thr Arg Ser 



Val Ala Thr Ser 
220 

Asp Ala Leu Thr 
235 

Ser Asp Glu Glu 
250 

Asp Pro Lys Lys 
265 

Ser Gly Thr Val 



Ala He Lys Gin 
300 

lie Asn Glu He 
315 



Pro Ala Pro Pro 
15 

Lys Asp Ala Gly 
30 

Pro Glu Glu Lys 
45 

Gly Asp Lys Thr 



Leu Pro Ser Asp 
80 

Thr Gly Glu Phe 
95 

Thr Ser Asn He 
110 

Leu Asp Val Leu 
12 5 

Lys Tyr Met Ser 



Asn Ala Leu Asn 
160 

Val Ser Glu Asp 
175 

Val He Ala Pro 
190 

Val lie Glu Pro 
205 

Pro lie Ser Pro 



Leu Asn Thr Glu 
240 

He Leu Glu Lys 
255 

Lys Tyr Thr Arg 
270 

Tyr Thr Ala Met 
285 

Met Asn Leu Gin 



Leu Val Met Arg 
320 
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Glu Asn Lys Asn Pro 
325 

Gly Asp Glu Leu Trp 
340 

Thr Asp Val Val Thr 
355 

Val Cys Arg Glu Cys 
370 

Val lie His Arg Asp 
3 85 

Gly Ser Val Lys Leu 
405 

Glu Gin Ser Lys Arg 
420 

Pro Glu Val Val Thr 
435 

Ser Leu Gly lie Met 
450 

Leu Asn Glu Asn Pro 
465 

Thr Pro Glu Leu Gin 
485 

Phe Leu Asn Arg Cys 
500 

Lys Glu Leu Leu Gin 
515 

Ser Leu Thr Pro Leu 
530 

His 
545 



Asn lie Val Asn Tyr 
330 

Val Val Met Glu Tyr 
345 

Glu Thr Cys Met Asp 
360 

Leu Gin Ala Leu Glu 
375 

lie Lys Ser Asp Asn 
390 

Thr Asp Phe Gly Phe 
410 

Ser Thr Met Val Gly 
425 

Arg Lys Ala Tyr Gly 
440 

Ala lie Glu Met lie 
455 

Leu Arg Ala Leu Tyr 
470 

Asn Pro Glu Lys Leu 
490 

Leu Glu Met Asp Val 
505 

His Gin Phe Leu Lys 
520 

lie Ala Ala Ala Lys 
535 



Leu Asp Ser Tyr Leu Val 
335 

Leu Ala Gly Gly Ser Leu 
350 

Glu Gly Gin lie Ala Ala 
365 

Ser Leu His Ser Asn Gin 
380 

lie Leu Leu Gly Met Asp 
395 400 

Cys Ala Gin lie Thr Pro 
415 

Thr Pro Tyr Trp Met Ala 
430 

Pro Lys Val Asp lie Trp 
445 

Glu Gly Glu Pro Pro Tyr 
460 

Leu lie Ala Thr Asn Gly 
475 480 

Ser Ala lie Phe Arg Asp 
495 

Glu Lys Arg Gly Ser Ala 
510 

lie Ala Lys Pro Leu Ser 
525 

Glu Ala Thr Lys Asn Asn 
540 



<210> 7 

<211> 1880 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human p21 activated kinase IB (PAK1B) splice 
variant cDNA 

<220> 

<221> CDS 

<222> (12) . . (1673) 

<223> PAK1B splice variant 
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<400> 7 

tggtggtgac 

tgagaaatac 

gttctaaacc 

ccattttacc 

tcccttcaga 

cgggaatgcc 

agaagaaaaa 

ccaacagcca 

atgccttgaa 

aggatgatga 

caaaatctgt 

tggctacatc 

ggaatactga 

tacgaagcat 

gacaaggtgc 

ccattaagca 

tggtcatgag 

gagatgagct 

cagaaacttg 

tggagttctt 

tgggaatgga 

agcagagcaa 

cacgaaaggc 

tgattgaagg 

ccaccaatgg 

ttctgaaccg 

aggtgagaaa 

ctgaagattg 

acaaagaaca 

taaatgcaca 

catttcctga 

aagagaactg 



aatgtcaaat 
cagcactatg 
tctgcctcca 
tggagataaa 
ttttgaacac 
agagcagtgg 
cccgcaggct 
gaaatacatg 
tgtgaaggct 
tgatgatgat 
atacacacgg 
tcccatttca 
gaagcagaag 
agtgagtgtg 
ttcaggcacc 
gatgaatctt 
ggaaaacaag 
gtgggttgtt 
catggatgaa 
gcattcgaac 
tggctctgtc 
acggagcacc 
ctatgggccc 
ggagcctcca 
gaccccagaa 
ctgtctcgag 
actgaggttt 
ccaagcccct 
atcactaaaa 
tttcagaaat 
tctagcactc 
caactgaatg 



aacggcctag 
attggagtcg 
aacccagagg 
acaaataaaa 
acaattcatg 
gcccgcttgc 
gttctggatg 
agctttacag 
gtgtctgaga 
gctaccccac 
tctgtgattg 
cctactgaaa 
aagaagccta 
ggcgatccta 
gtgtacacag 
cagcagcagc 
aacccaaaca 
atggaatact 
ggccaaattg 
caggtcattc 
aagctaactg 
atggtaggaa 
aaggttgaca 
tacctcaatg 
cttcagaacc 
atggatgtgg 
caagtgttta 
ctccagcctc 
ccacactcac 
tccaactcct 
ctcaagactt 



acattcaaga 
gcagcaaaga 
agaagaaaaa 
agaaagagaa 
tcggttttga 
ttcagacatc 
tgttggagtt 
ataagtcagc 
ctcctgcagt 
caccagtgat 
aaccacttcc 
ataacaccac 
aaatgtctga 
agaagaaata 
caatggatgt 
ccaagaaaga 
ttgtgaatta 
tggctggagg 
cagctgtgtg 
acagagacat 
actttggatt 
ccccatactg 
tctggtccct 
aaaaccctct 
cagagaagct 
agaagagagg 
gtaacttttc 
actccactga 
cccagcctca 
gatgccctct 
tgatccttgg 



caaaccccca 
tgctggaacc 
gaaggaccga 
agagcggcca 
tgctgtcaca 
aaatatcact 
ttacaactcg 
tgaggattac 
gccaccagtt 
tgctccacgc 
tgtcactcca 
tccaccagat 
tgaggagatc 
tacacggttt 
ggccacagga 
gctgattatt 
cttggacagt 
ctccttgaca 
ccgtgagtgt 
caagagtgac 
ctgtgcacag 
gatggcacca 
gggcatcatg 
gagagccttg 
gtcagctatc 
ttcagctaaa 
catgatagct 
ttgctgcagc 
ttgtgccaag 
tctccttgcc 
aaaccgtgtg 



gcccctccga 
ctaaaccatg 
ttttaccgat 
gagatttctc 
ggggagttta 
aagtcggagc 
aagaagacat 
aattcttcta 
tcagaagatg 
ccagagcaca 
actcgggacg 
gctttgaccc 
ttggagaaat 
gagaagattg 
caggaggtgg 
aatgagatcc 
tacctcgtgg 
gatgtggtga 
ctgcaggctc 
aatattctgt 
ataaccccag 
gaggttgtga 
gccatcgaaa 
tacctcattg 
ttccgggact 
gagctgctac 
gcatcaattc 
taaggaggca 
ctctgtgaga 
ttgcttctcc 
tccagcattg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1880 



<210> 8 
<211> 553 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human p21 activated kinase IB (PAK1B) splice 
variant 

<400> 8 

Met Ser Asn Asn Gly Leu Asp lie Gin Asp Lys Pro Pro Ala Pro Pro 
15 10 15 

Met Arg Asn Thr Ser Thr Met lie Gly Val Gly Ser Lys Asp Ala Gly 
20 25 30 

Thr Leu Asn His Gly Ser Lys Pro Leu Pro Pro Asn Pro Glu Glu Lys 
35 40 45 

Lys Lys Lys Asp Arg Phe Tyr Arg Ser lie Leu Pro Gly Asp Lys Thr 
50 55 60 

Asn Lys Lys Lys Glu Lys Glu Arg Pro Glu lie Ser Leu Pro Ser Asp 
65 70 75 80 
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Phe Glu His Thr 



Thr Gly Met Pro 
100 

Thr Lys Ser Glu 
115 

Glu Phe Tyr Asn 
130 

Phe Thr Asp Lys 
145 

Val Lys Ala Val 



Glu Asp Asp Asp 
180 

Arg Pro Glu His 
195 

Leu Pro Val Thr 
210 

Thr Glu Asn Asn 
225 

Lys Gin Lys Lys 



Leu Arg Ser lie 
260 

Phe Glu Lys lie 
275 

Asp Val Ala Thr 
290 

Gin Gin Pro Lys 
305 

Glu Asn Lys Asn 



Gly Asp Glu Leu 
340 

Thr Asp Val Val 
355 

Val Cys Arg Glu 
370 

Val lie His Arg 
385 



lie His Val Gly 
85 

Glu Gin Trp Ala 



Gin Lys Lys Asn 
120 

Ser Lys Lys Thr 
135 

Ser Ala Glu Asp 
150 

Ser Glu Thr Pro 
165 

Asp Asp Asp Ala 



Thr Lys Ser Val 
200 

Pro Thr Arg Asp 
215 

Thr Thr Pro Pro 
230 

Lys Pro Lys Met 
245 

Val Ser Val Gly 



Gly Gin Gly Ala 
280 

Gly Gin Glu Val 
295 

Lys Glu Leu lie 
310 

Pro Asn lie Val 
325 

Trp Val Val Met 



Thr Glu Thr Cys 
360 

Cys Leu Gin Ala 
375 

Asp lie Lys Ser 
390 



Phe Asp Ala Val 
90 

Arg Leu Leu Gin 
105 

Pro Gin Ala Val 



Ser Asn Ser Gin 
140 

Tyr Asn Ser Ser 
155 

Ala Val Pro Pro 
170 

Thr Pro Pro Pro 
185 

Tyr Thr Arg Ser 



Val Ala Thr Ser 
220 

Asp Ala Leu Thr 
235 

Ser Asp Glu Glu 
250 

Asp Pro Lys Lys 
265 

Ser Gly Thr Val 



Ala lie Lys Gin 
300 

lie Asn Glu lie 
315 

Asn Tyr Leu Asp 
330 

Glu Tyr Leu Ala 
345 

Met Asp Glu Gly 



Leu Glu Phe Leu 
380 

Asp Asn lie Leu 
395 



Thr Gly Glu Phe 
95 

Thr Ser Asn lie 
110 

Leu Asp Val Leu 
125 

Lys Tyr Met Ser 



Asn Ala Leu Asn 
160 

Val Ser Glu Asp 
175 

Val lie Ala Pro 
190 

Val lie Glu Pro 
205 

Pro . lie Ser Pro 



Arg Asn Thr Glu 
240 

lie Leu Glu Lys 
255 

Lys Tyr Thr Arg 
270 

Tyr Thr Ala Met 
285 

Met Asn Leu Gin 



Leu Val Met Arg 
320 

Ser Tyr Leu Val 
335 

Gly Gly Ser Leu 
350 

Gin lie Ala Ala 
365 

His Ser Asn Gin 



Leu Gly Met Asp 
400 
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Gly Ser Val Lys 



Glu Gin Ser Lys 
420 

Pro Glu Val Val 
435 

Ser Leu Gly lie 
450 

Leu Asn Glu Asn 
465 

Thr Pro Glu Leu 



Phe Leu Asn Arg 
500 

Lys Glu Leu Leu 
515 

Phe Ser Met lie 
530 

Gin Pro His Ser 
545 



Leu Thr Asp Phe 
405 

Arg Ser Thr Met 



Thr Arg Lys Ala 
440 

Met Ala lie Glu 
455 

Pro Leu Arg Ala 
470 

Gin Asn Pro Glu 
485 

Cys Leu Glu Met 



Gin Val Arg Lys 
520 

Ala Ala Ser lie 
535 

Thr Asp Cys Cys 
550 



Gly Phe Cys Ala 
410 

Val Gly Thr Pro 
425 

Tyr Gly Pro Lys 



Met lie Glu Gly 
460 

Leu Tyr Leu lie 
475 

Lys Leu Ser Ala 
490 

Asp Val Glu Lys 
505 

Leu Arg Phe Gin 



Pro Glu Asp Cys 
540 

Ser 



Gin lie Thr Pro 
415 

Tyr Trp Met Ala 
430 

Val Asp lie Trp 
445 

Glu Pro Pro Tyr 



Ala Thr Asn Gly 
480 

lie Phe Arg Asp 
495 

Arg Gly Ser Ala 
510 

Val Phe Ser Asn 
525 

Gin Ala Pro Leu 



<210> 9 

<211> 1347 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human p21 activated kinase IB (PAK1B) new splice 
variant 



<400> 9 

tcaaataacg 

actatgattg 

cctccaaacc 

gataaaacaa 

gaacacacaa 

cagtgggccc 

caggctgttc 

tacatgagct 

aaggctgtgt 

gatgatgcta 

attaagcaga 

gtcatgaggg 

gatgagctgt 

gaaacttgca 

gagttcttgc 

ggaatggatg 

cagagcaaac 

cgaaaggcct 

attgaagggg 

accaatggga 



gcctagacat 
gagccggcag 
cagaggagaa 
ataaaaagaa 
ttcatgtcgg 
gcttgcttca 
tggatgtgtt 
ttacagataa 
ctgagactcc 
ccccaccacc 
tgaatcttca 
aaaacaagaa 
gggttgttat 
tggatgaagg 
attcgaacca 
gctctgtcaa 
ggagcaccat 
atgggcccaa 
agcctccata 
ccccagaact 



tcaagacaaa 
caaagatgct 
gaaaaagaag 
agagaaagag 
ttttgatgct 
gacatcaaat 
ggagttttac 
gtcagctgag 
tgcagtgcca 
agtgattgct 
gcagcagccc 
cccaaacatt 
ggaatacttg 
ccaaattgca 
ggtcattcac 
gctaactgac 
ggtaggaacc 
ggttgacatc 
cctcaatgaa 
tcagaaccca 



cccccagccc 
ggaaccctaa 
gaccgatttt 
cggccagaga 
gtcacagggg 
atcactaagt 
aactcgaaga 
gattacaatt 
ccagtttcag 
ccacgcccag 
aagaaagagc 
gtgaattact 
gctggaggct 
gctgtgtgcc 
agagacatca 
tttggattct 
ccatactgga 
tggtccctgg 
aaccctctga 
gagaagctgt 



ctccgatgag 
accatggttc 
accgatccat 
tttctctccc 
agtttacggg 
cggagcagaa 
agacatccaa 
cttctaatgc 
aagatgagga 
agcacacaaa 
tgattattaa 
tggacagtta 
ccttgacaga 
gtgagtgtct 
agagtgacaa 
gtgcacagat 
tggcaccaga 
gcatcatggc 
gagccttgta 
cagctatctt 



aaataccagc 
taaacctctg 
tttacctgga 
ttcagatttt 
aatgccagag 
gaaaaacccg 
cagccagaaa 
cttgaatgtg 
tgatgatgat 
atctgtggcc 
tgagatcctg 
cctcgtggga 
tgtggtgaca 
gcaggctctg 
tattctgttg 
aaccccagag 
ggttgtgaca 
catcgaaatg 
cctcattgcc 
ccgggacttt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 
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ctgaaccgct gtctcgggat ggatgtggag aagagaggtt cagctaaaga gctgctacag 1260 
catcaattcc tgaagattgc caagcccctc tccagcctca ctccactgat tgctgcagct 1320 
aaggaggcaa caaagaacaa tcactaa 1347 



<210> 10 
<211> 449 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human p21 activated kinase IB (PAK1B) new splice 
variant 

<400> 10 

Met Ser Asn Asn Gly Leu Asp lie Gin Asp Lys Pro Pro Ala Pro Pro 
15 10 15 

Met Arg Asn Thr Ser Thr Met lie Gly Ala Gly Ser Lys Asp Ala Gly 
20 25 30 

Thr Leu Asn His Gly Ser Lys Pro Leu Pro Pro Asn Pro Glu Glu Lys 
35 40 45 

Lys Lys Lys Asp Arg Phe Tyr Arg Ser lie Leu Pro Gly Asp Lys Thr 
50 55 60 

Asn Lys Lys Lys Glu Lys Glu Arg Pro Glu lie Ser Leu Pro Ser Asp 
65 70 75 80 

Phe Glu His Thr He His Val Gly Phe Asp Ala Val Thr Gly Glu Phe 
85 90 95 

Thr Gly Met Pro Glu Gin Trp Ala Arg Leu Leu Gin Thr Ser Asn He 
100 105 110 

Thr Lys Ser Glu Gin Lys Lys Asn Pro Gin Ala Val Leu Asp Val Leu 
115 120 125 

Glu Phe Tyr Asn Ser Lys Lys Thr Ser Asn Ser Gin Lys Tyr Met Ser 
130 135 140 

Phe Thr Asp Lys Ser Ala Glu Asp Tyr Asn Ser Ser Asn Ala Leu Asn 
145 150 155 160 

Val Lys Ala Val Ser Glu Thr Pro Ala Val Pro Pro Val Ser Glu Asp 
165 170 175 

Glu Asp Asp Asp Asp Asp Asp Ala Thr Pro Pro Pro Val He Ala Pro 
180 185 190 

Arg Pro Glu His Thr Lys Ser Val Ala He Lys Gin Met Asn Leu Gin 
195 200 205 

Gin Gin Pro Lys Lys Glu Leu He He Asn Glu He Leu Val Met Arg 
210 215 220 

Glu Asn Lys Asn Pro Asn He Val Asn Tyr Leu Asp Ser Tyr Leu Val 
225 230 235 240 
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Gly Asp Glu Leu Trp Val 
245 

Thr Asp Val Val Thr Glu 
260 

Val Cys Arg Glu Cys Leu 
275 

Val lie His Arg Asp lie 
290 

Gly Ser Val Lys Leu Thr 
305 310 

Glu Gin Ser Lys Arg Ser 
325 

Pro Glu Val Val Thr Arg 
340 

Ser Leu Gly lie Met Ala 
355 

Leu Asn Glu Asn Pro Leu 
370 

Thr Pro Glu Leu Gin Asn 
385 390 

Phe Leu Asn Arg Cys Leu 
405 

Lys Glu Leu Leu Gin His 
420 

Ser Leu Thr Pro Leu lie 
435 

His 



<210> 11 
<211> 1977 
<212> DNA 
<213> Mus musculus 

<220> 

<223> mouse p21 (CDKN1A) -activated kinase IB (PAK1B) 
CDNA 

<220> 
<221> CDS 

<222> (190) . . (1827) 
<223> PAK1B 

<400> 11 

tgagtgtgct gctccttggg acgtgggtgg ctgcgctgcg gctgttagcc gaatccagcc 60 
tgtcaggctg gttcagcccg ggctttgtcc caactgctga gcagggagag gtgcggctct 120 
cgagactcac agatacacaa gatcacgccc cgcacccacc gccagtagct gctgctgctg 180 
gtggtgacaa tgtcaaataa cggcgtagac atccaggaca aacccccagc ccctccgatg 24 0 



Val Met 

Thr Cys 

Gin Ala 
280 

Lys Ser 
295 

Asp Phe 

Thr Met 

Lys Ala 

lie Glu 
360 

Arg Ala 
375 

Pro Glu 

Gly Met 

Gin Phe 

Ala Ala 
440 



Glu Tyr 
250 

Met Asp 
265 

Leu Glu 

Asp Asn 

Gly Phe 

Val Gly 
330 

Tyr Gly 
345 

Met lie 

Leu Tyr 

Lys Leu 

Asp Val 
410 

Leu Lys 
425 

Ala Lys 



Leu Ala 

Glu Gly 

Phe Leu 

lie Leu 
300 

Cys Ala 
315 

Thr Pro 

Pro Lys 

Glu Gly 

Leu lie 
380 

Ser Ala 
395 

Glu Lys 
lie Ala 
Glu Ala 



Gly Gly 

Gin lie 
270 

His Ser 
285 

Leu Gly 

Gin He 

Tyr Trp 

Val Asp 
350 

Glu Pro 
365 

Ala Thr 

He Phe 

Arg Gly 

Lys Pro 
430 

Thr Lys 
445 



Ser Leu 
255 

Ala Ala 

Asn Gin 

Met Asp 

Thr Pro 
320 

Met Ala 
335 

He Trp 

Pro Tyr 

Asn Gly 

Arg Asp 
400 

Ser Ala 
415 

Leu Ser 
Asn Asn 
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agaaacacca 
tccaaacctc 
atcttacctg 
ccttcagatt 
ggaatgccag 
aagaaaaacc 
aatagtaaga 
actttgaatg 
gaagatgatg 
aaatctgtat 
gctacatctc 
aacacggaaa 
cggagcatag 
caaggtgctt 
attaaacaga 
gtcatgaggg 
gatgagctgt 
gaaacctgta 
gagtttctac 
ggaatggatg 
cagagcaaaa 
cgcaaggctt 
attgaggggg 
accaatggga 
ctgcaatgct 
catcagttcc 
aaagaggcaa 
ttctatgaaa 
ttgcttctcc 



gcactatgat 
tgcctccaaa 
gagataaaac 
ttgagcatac 
aacagtgggc 
cacaggctgt 
agtacatgag 
tgaagactgt 
atgacgatgc 
atacacgatc 
ctatttctcc 
aacagaagaa 
tgagtgtggg 
caggcacagt 
tgaatcttca 
aaaacaaaaa 
gggttgttat 
tggatgaagg 
attcaaacca 
gctctgtcaa 
ggagcaccat 
atggacccaa 
agcccccata 
cgccagagct 
gtcttgagat 
tgaagattgc 
ccaagaacaa 
taaacacttg 
catttcctga 



tggagccggc 
cccagaggag 
aaataaaaag 
aattcatgtt 
tcgcttgctt 
tctggatgtg 
ttttacagat 
gtctgagacc 
taccccacct 
tgtgattgaa 
tactgagaat 
gaagcctaaa 
tgaccccaag 
gtatactgca 
gcagcagccg 
cccaaatatt 
ggaatacttg 
ccagatagca 
agtcattcac 
gttaactgac 
ggtgggaact 
ggttgacatc 
cctcaatgaa 
tcagaaccca 
ggatgtggag 
caagcccctc 
tcactgaaac 
tttcgggaac 
tctagtgctc 



agcaaagaca 
aagaaaaaga 
agggagaagg 
ggttttgatg 
caaacatcaa 
ttggaatttt 
aagtcagctg 
ccagcagtac 
ccagtgattg 
ccacttcctg 
aacaccactc 
atgtctgatg 
aagaagtaca 
atggatgtag 
aagaaagagc 
gtcaactacc 
gctggaggct 
gctgtgtgcc 
agggacatca 
tttggattct 
ccatattgga 
tggtccctgg 
aaccctttga 
gagaagttgt 
aagagaggct 
tctagcctga 
catgctcatc 
tccgacacct 
ccaagacttt 



ctggaaccct 
aggaccggtt 
agcgaccaga 
ctgtcacagg 
atatcacaaa 
ataactctaa 
aagattataa 
caccagtgtc 
ctccacgccc 
ttactccaac 
cgccagatgc 
aggagatctt 
caccgttcga 
ccacagggca 
tgattattaa 
tggacagtta 
ccttgacaga 
gagagtgtct 
agagtgacaa 
gtgcacagat 
tggcacctga 
gcattatggc 
gagccttgta 
cagctatctt 
cagctaaaga 
ctccactgat 
ccagcctcat 
catgtcctct 
gatccttgga 



aaaccacggc 
ttatcgatcc 
gatttctctt 
ggagtttacg 
gtcagagcag 
gaagacctcc 
ttcttctaac 
agaagatgat 
agaacacaca 
tcgggatgtg 
tttgacccgg 
agagaaatta 
gaagattgga 

ggaggtggcc 

tgagatcctg 
ccttgtggga 
tgtggtgaca 
acaagctttg 
tattctgctg 
aactccagag 
agttgtgaca 
aattgaaatg 
cctcattgct 
ccgggacttt 
gctgctgcag 
gcatgctgca 
gtgccaagcc 
tctcctttcc 
aactgtc 



300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1977 



<210> 12 
<211> 545 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse p21 (CDKN1A) -activated kinase IB (PAK1B) 
<400> 12 

Met Ser Asn Asn Gly Val Asp lie Gin Asp Lys Pro Pro Ala Pro Pro 
15 10 15 

Met Arg Asn Thr Ser Thr Met lie Gly Ala Gly Ser Lys Asp Thr Gly 
20 25 30 

Thr Leu Asn His Gly Ser Lys Pro Leu Pro Pro Asn Pro Glu Glu Lys 
35 40 45 

Lys Lys Lys Asp Arg Phe Tyr Arg Ser lie Leu Pro Gly Asp Lys Thr 
50 55 60 

Asn Lys Lys Arg Glu Lys Glu Arg Pro Glu lie Ser Leu Pro Ser Asp 
65 70 75 80 

Phe Glu His Thr lie His Val Gly Phe Asp Ala Val Thr Gly Glu Phe 
85 90 95 

Thr Gly Met Pro Glu Gin Trp Ala Arg Leu Leu Gin Thr Ser Asn lie 
100 105 110 



14 



Thr Lys Ser Glu 
115 

Glu Phe Tyr Asn 
130 

Phe Thr Asp Lys 
145 

Val Lys Thr Val 



Asp Glu Asp Asp 
180 

Arg Pro Glu His 
195 

Leu Pro Val Thr 
210 

Thr Glu Asn Asn 
225 

Lys Gin Lys Lys 



Leu Arg Ser lie 
260 

Phe Glu Lys lie 
275 

Asp Val Ala Thr 
290 

Gin Gin Pro Lys 
305 

Glu Asn Lys Asn 



Gly Asp Glu Leu 
340 

Thr Asp Val Val 
355 

Val Cys Arg Glu 
370 

Val He His Arg 
385 

Gly Ser Val Lys 



Glu Gin Ser Lys 
420 



Gin Lys Lys Asn 
120 

Ser Lys Lys Thr 
135 

Ser Ala Glu Asp 
150 

Ser Glu Thr Pro 
165 

Asp Asp Asp Ala 



Thr Lys Ser Val 
200 

Pro Thr Arg Asp 
215 

Thr Thr Pro Pro 
230 

Lys Pro Lys Met 
245 

Val Ser Val Gly 



Gly Gin Gly Ala 
280 

Gly Gin Glu Val 
295 

Lys Glu Leu He 
310 

Pro Asn He Val 
325 

Trp Val val Met 



Thr Glu Thr Cys 
360 

Cys Leu Gin Ala 
375 

Asp He Lys Ser 
390 

Leu Thr Asp Phe 
405 

Arg Ser Thr Met 



Pro Gin Ala Val 



Ser Asn Ser Lys 
140 

Tyr Asn Ser Ser 
155 

Ala Val Pro Pro 
170 

Thr Pro Pro Pro 
185 

Tyr Thr Arg Ser 



Val Ala Thr Ser 
220 

Asp Ala Leu Thr 
235 

Ser Asp Glu Glu 
250 

Asp Pro Lys Lys 
265 

Ser Gly Thr Val 



Ala He Lys Gin 
300 

He Asn Glu He 
315 

Asn Tyr Leu Asp 
330 

Glu Tyr Leu Ala 
345 

Met Asp Glu Gly 



Leu Glu Phe Leu 
380 

Asp Asn He Leu 
395 

Gly Phe Cys Ala 
410 

Val Gly Thr Pro 
425 



Leu Asp Val Leu 
125 

Lys Tyr Met Ser 



Asn Thr Leu Asn 
160 

Val Ser Glu Asp 
175 

Val He Ala Pro 
190 

Val He Glu Pro 
205 

Pro He Ser Pro 



Arg Asn Thr Glu 
240 

He Leu Glu Lys 
255 

Lys Tyr Thr Pro 
270 

Tyr Thr Ala Met 
285 

Met Asn Leu Gin 



Leu Val Met Arg 
320 

Ser Tyr Leu Val 
335 

Gly Gly Ser Leu 
350 

Gin He Ala Ala 
365 

His Ser Asn Gin 



Leu Gly Met Asp 
400 

Gin He Thr Pro 
415 

Tyr Trp Met Ala 
430 
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Pro Glu Val Val 
435 

Ser Leu Gly lie 
450 

Leu Asn Glu Asn 
465 

Thr Pro Glu Leu 



Phe Leu Gin Cys 
500 

Lys Glu Leu Leu 
515 

Ser Leu Thr Pro 
530 

His 
545 



Thr Arg Lys Ala 
440 

Met Ala lie Glu 
455 

Pro Leu Arg Ala 
470 

Gin Asn Pro Glu 
485 

Cys Leu Glu Met 



Gin His Gin Phe 
520 

Leu Met His Ala 
535 



Tyr Gly Pro Lys 



Met He Glu Gly 
460 

Leu Tyr Leu He 
475 

Lys Leu Ser Ala 
490 

Asp Val Glu Lys 
505 

Leu Lys He Ala 



Ala Lys Glu Ala 
540 



Val Asp He Trp 
445 

Glu Pro Pro Tyr 



Ala Thr Asn Gly 
480 

He Phe Arg Asp 
495 

Arg Gly Ser Ala 
510 

Lys Pro Leu Ser 
525 

Thr Lys Asn Asn 



<210> 13 
<211> 2539 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<223> rat p21 (CDKN1A) -activated kinase IB (PAK1B) cDNA 

<220> 
<221> CDS 

<222> (389) . . (2023) 
<223> PAK1B 

<400> 13 

cccgggcgga aggtaccgcc gcacggtggg cgctcctcac cgcttcccca cacctcccag 60 

tcccactgca cctctaggct gcgcggagtc ctctcggcta ttaccggctc tttggagccg 120 

cctgtgcccc ctcagagccc gcgctctcca cagtctcctc agagaaggac cccctcagag 180 

agcgcacccc gccccttcgc agtccgggcg cgcctcccgc tccccgcggc ccgcagcgtc 240 

ccgccctcca gagcccggct cgagcggcga gaggagaacg cggggctgcc gcccgcgcac 3 00 

actcccgcgc tctctctggg tttggctgcc gccaggagga ggaggagcgg agcgagcgca 3 60 

gaagtagctg ctgctgctgg tggtgacaat gtcaaataac ggcttagacg tccaggacaa 420 

acccccagcc cctccgatga gaaacaccag cactatgatt ggagctggca gcaaagaccc 4 80 

tggaacccta aaccacggtt ccaaacctct gcctccaaac ccagaggaga agaaaaagaa 540 

ggaccggttc tatcgatcca tcttagctgg agataaaaca aataaaaaga aggagaagga 600 

gcggccagag atttctcttc cttcagattt tgagcataca attcatgttg gttttgatgc 660 

tgtcacaggg gagtttacgg ggatgccaga acagtgggcc cgcttgcttc aaacatcaaa 720 

tatcaccaag tcagagcaga agaaaaaccc acaggctgtt ctggatgtgt tggaatttta 780 

taactccaag aagacctcca atagtcagaa gtacatgagt tttacagata agtcagctga 840 

agattataat tcttctaata ctttgaatgt gaagactgtg tctgagaccc cagcagtgcc 900 

accagtgtca gaagatgaag atgatgatga cgatgctacc ccacctccag tgattgctcc 960 

acgcccagaa cacacaaaat ctgtatatac acggtctgtg attgaaccac ttcctgttac 1020 

tccaactcgg gatgtggcta catctcctat ttctcctact gagaataaca ccactccgcc 1080 

agatgctttg acccggaata ctgaaaagca gaagaagaag cctaaaatgt ctgatgagga 114 0 

gatcttagag aaattacgga gcatagtgag tgtgggcgat cctaagaaga agtacacacg 12 00 

cttcgagaag attggacaag gtgcttcagg cacagtgtac actgcaatgg atgtagccac 1260 

agggcaggag gtggccatta aacagatgaa ccttcagcag cagccgaaga aagaactcat 1320 
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tattaatgag 
cagttacctt 
aacagatgtg 
gtgtctacaa 
tgacaatatt 
acagataact 
acctgaagtt 
tatggcaatt 
cttgtacctc 
tattttccgg 
taaagagcta 
actgattgct 
cctcatgtgc 
tcctcttctc 
cttggaaacc 
tttctaaata 
acctgaataa 
caatcagttc 
gaaattgctt 
aaaccagaac 
cttgtttccc 



atcctggtca 
gtgggagatg 
gtgacagaaa 
gctttggagt 
ctgctgggaa 
ccagagcaga 
gtgacacgca 
gaaatgattg 
attgctacca 
gactttttga 
ctgcagcatc 
gcagcaaaag 
caagccttct 
ctttccttgc 
gtctagcact 
ggaattccct 
acctgtttct 
ttaactctat 
ttgtttttta 
agctttgaaa 
tgaacccac 



tgagggaaaa 
agctatgggt 
cctgtatgga 
tcctgcattc 
tggatggctc 
gcaaaaggag 
aggcctatgg 
agggggagcc 
atgggacgcc 
accgctgtct 
aattcctgaa 
aggcaaccaa 
atgaaataaa 
ttctcccatt 
gaagagaacc 
ttagcttgtg 
acgaaacaga 
aaacttatgg 
tttctgtgac 
tgccacgggg 



caaaaaccca 
tgtcatggaa 
tgaaggccag 
aaaccaagtc 
tgtcaaatta 
caccatggtg 
acccaaggtt 
cccatacctc 
agagcttcag 
tgagatggat 
gattgccaag 
gaacaatcac 
cactcgtttc 
tcctgatcta 
gcaaccggat 
ggcatggagg 
aatctcaacc 
tttgatagca 
caaattgccc 
cctgataatc 



aacattgtga 
tacttggccg 
atagcagctg 
attcacagag 
actgactttg 
ggaactccat 
gacatctggt 
aatgaaaacc 
aacccagaga 
gtggagaaga 
cctctctcca 
tgaaaccacg 
gggaactccg 
gtgctctcaa 
gactaatcca 
ggactgatga 
atcccattcc 
ttatcaattt 
aaacacttca 
tgccagggac 



actatctgga 
gaggctcctt 
tgtgccgaga 
acatcaagag 
gattctgtgc 
attggatggc 
ccctgggtat 
ctttgagagc 
agttgtcagc 
gaggttcagc 
gcctgactcc 
ctcaccccag 
acccctcatg 
gactttgatc 
gcagaggcca 
gcaagggttt 
ttacccctca 
gctatcagtt 
ttgtatttga 
atgaagaggt 



1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2539 



<210> 14 
<211> 544 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<223> rat p21 (CDKN1A) -activated kinase IB (PAK1B) 
<400> 14 

Met Ser Asn Asn Gly Leu Asp Val Gin Asp Lys Pro Pro Ala Pro Pro 
15 10 15 

Met Arg Asn Thr Ser Thr Met lie Gly Ala Gly Ser Lys Asp Pro Gly 
20 25 30 

Thr Leu Asn His Gly Ser Lys Pro Leu Pro Pro Asn Pro Glu Glu Lys 
35 40 45 

Lys Lys Lys Asp Arg Phe Tyr Arg Ser lie Leu Ala Gly Asp Lys Thr 
50 55 60 

Asn Lys Lys Lys Glu Lys Glu Arg Pro Glu lie Ser Leu Pro Ser Asp 
65 70 75 80 

Phe Glu His Thr lie His Val Gly Phe Asp Ala Val Thr Gly Glu Phe 
85 90 95 

Thr Gly Met Pro Glu Gin Trp Ala Arg Leu Leu Gin Thr Ser Asn lie 
100 105 110 

Thr Lys Ser Glu Gin Lys Lys Asn Pro Gin Ala Val Leu Asp Val Leu 
115 120 125 

Glu Phe Tyr Asn Ser Lys Lys Thr Ser Asn Ser Gin Lys Tyr Met Ser 
130 135 140 

Phe Thr Asp Lys Ser Ala Glu Asp Tyr Asn Ser Ser Asn Thr Leu Asn 
145 150 155 160 
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Val Lys Thr Val 



Glu Asp Asp Asp 
180 

Pro Glu His Thr 
195 

Pro Val Thr Pro 
210 

Glu Asn Asn Thr 
225 

Gin Lys Lys Lys 



Arg Ser He Val 
260 

Glu Lys He Gly 
275 

Val Ala Thr Gly 
290 

Gin Pro Lys Lys 
305 

Asn Lys Asn Pro 



Asp Glu Leu Trp 
340 

Asp Val Val Thr 
355 

Cys Arg Glu Cys 
370 

He His Arg Asp 
385 

Ser Val Lys Leu 



Gin Ser Lys Arg 
420 

Glu Val Val Thr 
435 

Leu Gly He Met 
450 

Asn Glu Asn Pro 
465 



Ser Glu Thr Pro 
165 

Asp Asp Ala Thr 



Lys Ser Val Tyr 
200 

Thr Arg Asp Val 
215 

Thr Pro Pro Asp 
230 

Pro Lys Met Ser 
245 

Ser Val Gly Asp 



Gin Gly Ala Ser 
280 

Gin Glu Val Ala 
295 

Glu Leu He He 
310 

Asn He Val Asn 
325 

Val Val Met Glu 



Glu Thr Cys Met 
360 

Leu Gin Ala Leu 
375 

He Lys Ser Asp 
390 

Thr Asp Phe Gly 
405 

Ser Thr Met Val 



Arg Lys Ala Tyr 
440 

Ala He Glu Met 
455 

Leu Arg Ala Leu 
470 



Ala Val Pro Pro 
170 

Pro Pro Pro Val 
185 

Thr Arg Ser Val 



Ala Thr Ser Pro 
22 0 

Ala Leu Thr Arg 
235 

Asp Glu Glu He 
250 

Pro Lys Lys Lys 
265 

Gly Thr Val Tyr 



He Lys Gin Met 
300 

Asn Glu He Leu 
315 

Tyr Leu Asp Ser 
330 

Tyr Leu Ala Gly 
345 

Asp Glu Gly Gin 



Glu Phe Leu His 
380 

Asn He Leu Leu 
395 

Phe Cys Ala Gin 
410 

Gly Thr Pro Tyr 
425 

Gly Pro Lys Val 



He Glu Gly Glu 
460 

Tyr Leu He Ala 
475 



Val Ser Glu Asp 
175 

He Ala Pro Arg 
190 

He Glu Pro Leu 
205 

He Ser Pro Thr 



Asn Thr Glu Lys 
240 

Leu Glu Lys Leu 
255 

Tyr Thr Arg Phe 
270 

Thr Ala Met Asp 
285 

Asn Leu Gin Gin 



Val Met Arg Glu 
320 

Tyr Leu Val Gly 
335 

Gly Ser Leu Thr 
350 

He Ala Ala Val 
365 

Ser Asn Gin Val 



Gly Met Asp Gly 
400 

He Thr Pro Glu 
415 

Trp Met Ala Pro 
430 

Asp He Trp Ser 
445 

Pro Pro Tyr Leu 



Thr Asn Gly Thr 
480 
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Pro Glu Leu Gin 



Leu Asn Arg Cys 
500 

Glu Leu Leu Gin 
515 

Leu Thr Pro Leu 
530 



Asn Pro Glu Lys 
485 

Leu Glu Met Asp 



His Gin Phe Leu 
520 

lie Ala Ala Ala 
535 



Leu Ser Ala lie 
490 

Val Glu Lys Arg 
505 

Lys lie Ala Lys 



Lys Glu Ala Thr 
540 



Phe Arg Asp Phe 
495 

Gly Ser Ala Lys 
510 

Pro Leu Ser Ser 
525 

Lys Asn Asn His 



<210> 15 

<211> 1662 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human SPUVE serine protease 23 cDNA 

<220> 
<221> CDS 

<222> (121) . . (1272) 
<223> SPUVE 



<400> 15 

gacccacgcg 

tctgagcggc 

atggcaggga 

gtgagccctt 

ttgccccagt 

gtatcttctt 

gccaagcaat 

gtgggcatct 

tcaggaaagt 

gggaaggact 

accggcaccc 

aaaacctatg 

gatggtggtc 

tggatccggg 

atcggcatgg 

atgaagattg 

ggttatgaca 

acctatgact 

tatgtgagga 

tcagggcacc 

atcactcctc 

agggaggggt 

taggagaggc 

gtgtgtaagg 

actatttgaa 

cttttgcata 

gttaatcttc 

ttatattaaa 



tccgggggca 
gcagcgagcc 
ttccagggct 
acagtgcccc 
ctaccctcaa 
catgtggacc 
atctgtctta 
acatcctcag 
ctcgaaggaa 
tcctgctcaa 
tggtggcaga 
tgaaaggaac 
gaggggccaa 
tgaaacgcac 
attatgatta 
gggtgagccc 
atgaccgacc 
tgctctacca 
tgtggaagag 
agtgggtgga 
tcaaatatgc 
gacacagtgt 
caaattgttt 
tgtcttataa 
aactggtttg 
gaaataaaaa 
acgtttttgc 
tatttggcat 



ggcatgggag 
gcggcccggg 
cctcttcctt 
ctggaaaccc 
tttagccaag 
ccagtgtcat 
tgaaacgctc 
cagtagtgga 
gcggcagatt 
ctaccctttc 
gaagcatgtc 
ccagaagctt 
cgactccact 
ccatgtgccc 
tgccctcctg 
tcctgctaag 
aggcaatttg 
gcaatgcgat 
acagcagcag 
catgaatggt 
ccagatttgc 
tccctcctgg 
tttgtcattg 
tcttttacct 
tgtatcatat 
aaatactgat 
aaactttgat 
acaagagaaa 



ccgcgcgctc 
cgggctgctc 
ctcttctttc 
acttggcctg 
ccagactttg 
aagggaactc 
tatgccaatg 
gatggggccc 
tatggctatg 
tcaacatcag 
ctcacagctg 
cgagtgggct 
tcagccatgc 
aagggttgga 
gaactcaaaa 
cagctgccag 
gtgtatcgct 
gcccagccag 
aagtgggagc 
tccccacagg 
tattggatta 
cagcaattaa 
gcgtgcacac 
atttcttaca 
catatatcat 
ttggggcaat 
ttttatttca 
aaaaaaaaaa 



tctcccggcg 
ggcgcggaac 
tgctctgtgc 
cataccgcct 
gagccgaagc 
cactgcccac 
gcagccgcac 
aacaccgaga 
acagcaggtt 
tgaagttatc 
cccactgcat 
tcctaaagcc 
ccgagcagat 
tcaagggcaa 
agccccacaa 
ggggcagaat 
tctgtgacgt 
gggccagcgg 
gaaaaattat 
atttcaacgt 
aaggaaacta 
gggtcttcat 
gtgtgtgtgt 
attgcaagat 
ttaagcagtt 
gaggaatatt 
tctgaacttg 
aa 



cccacacctg 
agtgctcggc 
tgttgggcaa 
ccctgtcgtc 
caaattagaa 
ttacgaagag 
agagacgcag 
ctcagggtct 
cagcattttt 
cacgggctgc 
acacgatgga 
caagtttaaa 
gaaatttcag 
tgccaatgac 
gagaaaattt 
tcacttctct 
caaagacgag 
gtctggggtc 
tggcattttt 
ggctgtcaga 
cctggattgt 
gttcttattt 
gtgtgtgtgt 
gactggcttt 
tgaaggcata 
tgacaattaa 
tttcaaagat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1662 



<210> 16 

<211> 383 

<212> PRT 

<213> Homo sapiens 



19 



<220> 

<223> human SPUVE serine protease 23 



<400> 16 

Met Ala Gly lie Pro Gly Leu Leu Phe Leu Leu Phe Phe Leu Leu Cys 
1 5 10 15 

Ala Val Gly Gin Val Ser Pro Tyr Ser Ala Pro Trp Lys Pro Thr Trp 
20 25 30 

Pro Ala Tyr Arg Leu Pro Val Val Leu Pro Gin Ser Thr Leu Asn Leu 
35 40 45 

Ala Lys Pro Asp Phe Gly Ala Glu Ala Lys Leu Glu Val Ser Ser Ser 
50 55 60 

Cys Gly Pro Gin Cys His Lys Gly Thr Pro Leu Pro Thr Tyr Glu Glu 
65 70 75 80 

Ala Lys Gin Tyr Leu Ser Tyr Glu Thr Leu Tyr Ala Asn Gly Ser Arg 
85 90 95 

Thr Glu Thr Gin Val Gly lie Tyr lie Leu Ser Ser Ser Gly Asp Gly 
100 105 110 

Ala Gin His Arg Asp Ser Gly Ser Ser Gly Lys Ser Arg Arg Lys Arg 
115 120 125 

Gin lie Tyr Gly Tyr Asp Ser Arg Phe Ser lie Phe Gly Lys Asp Phe 
130 135 140 

Leu Leu Asn Tyr Pro Phe Ser Thr Ser Val Lys Leu Ser Thr Gly Cys 
145 150 155 160 

Thr Gly Thr Leu Val Ala Glu Lys His Val Leu Thr Ala Ala His Cys 
165 170 175 

lie His Asp Gly Lys Thr Tyr Val Lys Gly Thr Gin Lys Leu Arg Val 
180 185 190 

Gly Phe Leu Lys Pro Lys Phe Lys Asp Gly Gly Arg Gly Ala Asn Asp 
195 200 205 

Ser Thr Ser Ala Met Pro Glu Gin Met Lys Phe Gin Trp lie Arg Val 
210 215 220 

Lys Arg Thr His Val Pro Lys Gly Trp lie Lys Gly Asn Ala Asn Asp 
225 230 235 240 

lie Gly Met Asp Tyr Asp Tyr Ala Leu Leu Glu Leu Lys Lys Pro His 
245 250 255 

Lys Arg Lys Phe Met Lys lie Gly Val Ser Pro Pro Ala Lys Gin Leu 
260 265 270 

Pro Gly Gly Arg lie His Phe Ser Gly Tyr Asp Asn Asp Arg Pro Gly 
275 280 285 

Asn Leu Val Tyr Arg Phe Cys Asp Val Lys Asp Glu Thr Tyr Asp Leu 
290 295 300 
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Leu Tyr Gin Gin 
305 

Tyr Val Arg Met 



lie Gly lie Phe 
340 

Gin Asp Phe Asn 
355 

lie Cys Tyr Trp 
370 



Cys Asp Ala Gin 
310 

Trp Lys Arg Gin 
325 

Ser Gly His Gin 



Val Ala Val Arg 
360 

lie Lys Gly Asn 
375 



Pro Gly Ala Ser 
315 

Gin Gin Lys Trp 
33 0 

Trp Val Asp Met 
345 

lie Thr Pro Leu 



Tyr Leu Asp Cys 
380 



Gly Ser Gly Val 
320 

Glu Arg Lys lie 
335 

Asn Gly Ser Pro 
350 

Lys Tyr Ala Gin 
365 

Arg Glu Gly 



<210> 17 

<211> 1936 

<212> DNA 

<213> Mus musculus 



<220> 

<223> mouse SPUVE serine protease 23 cDNA 



<220> 
<221> CDS 
<222> (170) . 
<223> SPUVE 



(1318) 



<400> 17 

gtgctggtgt 

gaagattctc 

cctgcctgcc 

cccggggctc 

cgttccgtgg 

cctcaactta 

tggacctcag 

ttcctatgaa 

cctcagcaat 

caggaagagg 

gctcaattat 

ggcagagaag 

agggacacag 

ggacaacagc 

acgcacccat 

tgactacgcc 

gagtcctcca 

ccggcccggc 

ctaccagcag 

gaagagacca 

ggtggacatg 

atatgcccag 

tgcgtcttct 

tatcattgac 

caaaaattat 

tgaaagcata 

ggaagttaaa 

gaggtttata 

atgttttctt 

gataatgata 

tagtagtcct 



cagtactaga 
agaactgaca 
tgcctgcctg 
ttcatccttc 
aaacccacat 
gctaaggcag 
tgtcacaagg 
accctttatg 
ggtgaaggca 
cagatttatg 
cctttctcaa 
cacgtcctca 
aaactccgag 
tcgagctcag 
gtgcccaagg 
ctgctggaac 
gcgaagcagc 
aatttggtgt 
tgtgacgccc 
cagcagaaat 
aatggctctc 
atttgctatt 
tgccagcacc 
tcttgtggtg 
tggctatatt 
cttttgcata 
ctttcagttt 
tcaaatacgt 
ctgagagtca 
gcaaagtctt 
tgaagagaac 



ctcttctggc 
ccctcccgga 
catgcctgcc 
ttgtcctgct 
ggccggctta 
acttcgacgc 
gaacaccact 
ccaatggcag 
gggcacgagg 
gctacgatgg 
catcggtgaa 
ctgctgccca 
tgggcttcct 
ccatgccaga 
ggtggatcaa 
tcaagaaacc 
tcccaggggg 
accgcttctg 
agcccggggc 
gggaaagaaa 
cacaggattt 
ggattaaagg 
aatggtcttt 
tgagtcacat 
attttaaaac 
gagactttaa 
ttggagaatt 
gacacacagg 
tatattgata 
caataggcaa 
aataatttat 



agggtgacct 
gcccagggac 
ttcctatgta 
ctgtgtgttc 
tcgcctccct 
caaagcgaaa 
gcccacctac 
ccgcacagag 
cagagactcg 
caggtttagc 
gttgtctact 
ctgcatacac 
gaagcccaag 
caagatgaag 
gggcaatgcc 
ccacaaaaga 
caggatccac 
tgatgtcaaa 
cagtggttca 
aattatcggc 
caacgtggca 
aaactaccta 
ttgcactcat 
agtatctttt 
tgttgtgtgc 
agtattcggg 
ctaatttttg 
gaatatgaat 
tttttgtaat 
tttataatgt 
tggctatatt 



tcaatgactc 
agagctgcag 
gcactcagca 
atgcaggtga 
gtagtcttgc 
ttggaggtgt 
gaagaggcca 
actcgggtgg 
gaggccacag 
atttttggga 
ggctgcactg 
gatgggaaaa 
tataaagatg 
tttcagtgga 
aatgacatcg 
cagttcatga 
ttctctggtt 
gatgagacct 
ggggtctatg 
atcttttcag 
gttagaatca 
gattgcaggg 
tgtaggagag 
acctagtatt 
gttatagcat 
taatagggcc 
tctgatccaa 
tcttatgttt 
gtgtggttat 
tttggattca 
gatacccata 



tgccttatga 
gagaggcctg 
tggctggaat 
gtccctacac 
ctcagtctac 
cctcctcatg 
agcagtacct 
gcatctacat 
ggagatctcg 
aggacttcct 
gcaccctggt 
cctatgtgaa 
gtgccggagg 
tccgcgtgaa 
gcatggatta 
agattggtgt 
atgacaatga 
acgaccttct 
tgaggatgtg 
ggcaccagtg 
cgcctcttaa 
aggggtgaca 
gctagctttt 
cttcaaatgg 
ttaagcagtc 
tatttgacaa 
acttgcttca 
gtatatgtat 
tatgcttcca 
aacatttacg 
taagactgta 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 
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tcttacagtg cacagaattc ccacgctgct tttagttttg aaaataaaac tttcccttgt 1920 
aaaaaaaaaa aaaaaa 1936 



<210> 18 
<211> 382 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse SPUVE serine protease 23 
<400> 18 

Met Ala Gly lie Pro Gly Leu Phe lie Leu Leu Val Leu Leu Cys Val 
1 5 10 15 

Phe Met Gin Val Ser Pro Tyr Thr Val Pro Trp Lys Pro Thr Trp Pro 
20 25 30 

Ala Tyr Arg Leu Pro Val Val Leu Pro Gin Ser Thr Leu Asn Leu Ala 
35 40 45 

Lys Ala Asp Phe Asp Ala Lys Ala Lys Leu Glu Val Ser Ser Ser Cys 
50 55 60 

Gly Pro Gin Cys His Lys Gly Thr Pro Leu Pro Thr Tyr Glu Glu Ala 
65 70 75 80 

Lys Gin Tyr Leu Ser Tyr Glu Thr Leu Tyr Ala Asn Gly Ser Arg Thr 
85 90 95 

Glu Thr Arg Val Gly lie Tyr lie Leu Ser Asn Gly Glu Gly Arg Ala 
100 105 110 

Arg Gly Arg Asp Ser Glu Ala Thr Gly Arg Ser Arg Arg Lys Arg Gin 
115 120 125 

lie Tyr Gly Tyr Asp Gly Arg Phe Ser lie Phe Gly Lys Asp Phe Leu 
130 135 140 

Leu Asn Tyr Pro Phe Ser Thr Ser Val Lys Leu Ser Thr Gly Cys Thr 
145 150 155 160 

Gly Thr Leu Val Ala Glu Lys His Val Leu Thr Ala Ala His Cys lie 
165 170 175 

His Asp Gly Lys Thr Tyr Val Lys Gly Thr Gin Lys Leu Arg Val Gly 
180 185 190 

Phe Leu Lys Pro Lys Tyr Lys Asp Gly Ala Gly Gly Asp Asn Ser Ser 
195 200 205 

Ser Ser Ala Met Pro Asp Lys Met Lys Phe Gin Trp lie Arg Val Lys 
210 215 220 

Arg Thr His Val Pro Lys Gly Trp lie Lys Gly Asn Ala Asn Asp lie 
225 230 235 240 

Gly Met Asp Tyr Asp Tyr Ala Leu Leu Glu Leu Lys Lys Pro His Lys 
245 250 255 
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Arg Gin Phe Met Lys 
260 

Gly Gly Arg lie His 
275 

Leu Val Tyr Arg Phe 
290 

Tyr Gin Gin Cys Asp 
305 

Val Arg Met Trp Lys 
325 

Gly He Phe Ser Gly 
340 

Asp Phe Asn Val Ala 
355 

Cys Tyr Trp He Lys 
370 



He Gly Val Ser Pro 
265 

Phe Ser Gly Tyr Asp 
280 

Cys Asp Val Lys Asp 
2 95 

Ala Gin Pro Gly Ala 
310 

Arg Pro Gin Gin Lys 
330 

His Gin Trp Val Asp 
345 

Val Arg He Thr Pro 
360 

Gly Asn Tyr Leu Asp 
375 



Pro Ala Lys Gin Leu Pro 
270 

Asn Asp Arg Pro Gly Asn 
285 

Glu Thr Tyr Asp Leu Leu 
300 

Ser Gly Ser Gly Val Tyr 
315 320 

Trp Glu Arg Lys He He 
335 

Met Asn Gly Ser Pro Gin 
350 

Leu Lys Tyr Ala Gin He 
365 

Cys Arg Glu Gly 
380 



<210> 19 

<211> 827 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> human similar to natural killer cell transcript 4 
(NK4) cDNA 

<220> 

<221> CDS 

<222> (59)-. . (625) 

<223> NK4 



<400> 19 

gactgtctca 

gtgcttcccg 

catagaaaga 

gagcctggca 

ttatgaggag 

gtgccgaggc 

ggagagcttt 

ctggtggcac 

gcaggccctc 

ctctttccag 

ctctgaaccc 

cgcacccacc 

tccccctgcc 

taaaacctgc 



gtggagctgg 
aaggtcctct 
ttttatgata 
gagctggagg 
cagcacccag 
aacagatccc 
tgtgacaagg 
ggggttctgg 
tggaaacagt 
tcctacggag 
caatcctcaa 
ctgacccctc 
tggcgttcct 
ttatacttcc 



gtcatctcag 
ctgatgacat 
aaatgcaaaa 
acgacttcaa 
agctcactcc 
ctgtcccgga 
tcatgagatg 
cctgggtgaa 
tccagagttt 
ccccacgggg 
aatgaagata 
cctcagctgt 
gccgcagctc 
ctggaaaaaa 



gccttggctc 
gaagaagctg 
tgcagaatca 
agagggctac 
tctacttgaa 
tgttgaggat 
gttccaggcc 
ggagaaggtg 
ctgctgctct 
ggacaaggag 
ctgacaccac 
cctgtgcccc 
tgacctggtg 
aaaaaaaaaa 



cttgaacttt 
aaggcccgaa 
ggacgtggac 
ctggagacag 
aaagaaagag 
cccgcaaccg 
atgctgcagc 

gtggccctgg 

ctgtcagagc 
gagctgacac 
ctttgccctc 
gccctctccc 
ctgtcgccct 
aaaaaaa 



tggccgccat 
tgcaccaggc 
aggtgatgtc 
tggcggctta 
atggattacg 
aggagcctgg 
ggctgcagac 
tccatgcagt 
tcttcatgtc 
cccagaagtg 
cccgtcaccg 
gcacactcag 
ggcatcttaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

827 



<210> 20 

<211> 188 

<212> PRT 

<213> Homo sapiens 
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<220> 

<223> human similar to natural killer cell transcript 4 
(NK4) 

<400> 20 

Met Cys Phe Pro Lys Val Leu Ser Asp Asp Met Lys Lys Leu Lys Ala 
15 10 15 

Arg Met His Gin Ala lie Glu Arg Phe Tyr Asp Lys Met Gin Asn Ala 
20 25 30 

Glu Ser Gly Arg Gly Gin Val Met Ser Ser Leu Ala Glu Leu Glu Asp 
35 40 45 

Asp Phe Lys Glu Gly Tyr Leu Glu Thr Val Ala Ala Tyr Tyr Glu Glu 
50 55 60 

Gin His Pro Glu Leu Thr Pro Leu Leu Glu Lys Glu Arg Asp Gly Leu 
65 70 75 80 

Arg Cys Arg Gly Asn Arg Ser Pro Val Pro Asp Val Glu Asp Pro Ala 
85 90 95 

Thr Glu Glu Pro Gly Glu Ser Phe Cys Asp Lys Val Met Arg Trp Phe 
100 105 110 

Gin Ala Met Leu Gin Arg Leu Gin Thr Trp Trp His Gly Val Leu Ala 
115 120 125 

Trp Val Lys Glu Lys Val Val Ala Leu Val His Ala Val Gin Ala Leu 
130 135 140 

Trp Lys Gin Phe Gin Ser Phe Cys Cys Ser Leu Ser Glu Leu Phe Met 
145 150 155 160 

Ser Ser Phe Gin Ser Tyr Gly Ala Pro Arg Gly Asp Lys Glu Glu Leu 
165 170 175 

Thr Pro Gin Lys Cys Ser Glu Pro Gin Ser Ser Lys 
180 185 



<210> 21 
<211> 2254 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human Protein C inhibitor (PCI) cDNA 

<220> 

<221> CDS 

<222> (140) . . (1360) 

<223> PCI 

<400> 21 

ggcacgaggc tcagctacgg gacacatttc aggtatccaa ggcagcagag gtgagtgggt 60 
cccccgagct ctgtgacctt atgctccaca ctaactctgg cagagcctcc gtttcctcat 120 
agaacaaaga acagccacca tgcagctctt cctcctcttg tgcctggtgc ttctcagccc 180 
tcagggggcc tcccttcacc gccaccaccc ccgggagatg aagaagagag tcgaggacct 240 
ccatgtaggt gccacggtgg cccccagcag cagaagggac tttacctttg acctctacag 300 
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ggccttggct 
gagcctggcc 
cctgggcctc 
ccttcaggaa 
caccgacctg 
ggcagacact 
ttatgtggca 
tgcggtcgtg 
ccacaaaggc 
catgatgagc 
ggtgggggtc 
gatgcagcag 
caaaaagagg 
ggagaaagtc 
cggcatcagc 
ggtggacgag 
ggcccgcctg 
taacaacatc 
ctacaggcct 
gctagtgatt 
atgattgctt 
ttcaatcttg 
tgacttgctc 
gatgcccagc 
caggaagcac 
cctgcatggg 
gtgctgtgtg 
aaggatcaga 
ggccctgtca 
catctggata 
tagttataat 
gagtgtcagt 
aagcattttg 



tccgctgccc 
atgctctccc 
aacctccaga 
ctcaaccagc 
gtggtagacc 
ttccccacca 
aagcaaacga 
atcatggtga 
acccaagagc 
cgcgaggatc 
ccctaccaag 
gtggagaatg 
cagctcgagc 
ctccccagtc 
aaccactcaa 
tcgggaacca 
aactctcaga 
ctcttccttg 
cagggtggga 
tacacaggtt 
ccacccacac 
ccgtcactat 
aagttcacca 
tcagtgccac 
aggtccaagg 
aaaaatgttg 
acattgggac 
ttcttgctgt 
ttcgtggttg 
tcaaggtgga 
ctgatgggcc 
tgcaggtgcc 
caaacaaaaa 



ccagccagaa 
tgggggctgg 
aaagctcaga 
ccagagatgg 
tgcaggacac 
actttaggga 
agggcaagat 
attacatctt 
aagacttcta 
agtatcacta 
gcaatgccac 
gactgagtga 
tttaccttcc 
tggggatcag 
atatccaggt 
gagcagcggc 
ggctagtgtt 
gcaaagtgaa 
gatgaagggg 
tagttgacta 
gactgcaaca 
tcatcaatga 
gcatggtagt 
aaagctcagt 
ctggtcccac 
gaatgggagt 
aacactttcc 
gacccaagaa 
atttcaatac 
aatggcccat 
tggctgggag 
aatgactaac 
aaaaaaaaaa 



catcttcttc 
gtccagcaca 
gaaggagctg 
cttccagctg 
cttcgtaagt 
ctctgcaggg 
tgtggacttg 
ctttaaagct 
cgtgacctcg 
cctcctggac 
ggctttgttc 
gaaaacgctg 
caaattctcc 
taacgtcttc 
gtctgagatg 
agccacgggg 
caacaggccc 
ccgcccctga 
gctatgctat 
atgaggcatt 
tacaggtgcc 
agattagcac 
ggcaaagaga 
aggagggatg 
acttatcagc 
ctgaaatggg 
ctctctggac 
ctcctgaaat 
actcaagtgc 
ttaatgattg 
tggaagaagg 
tttttgaatt 
aaaa 



tcccctgtga 
aagatgcaga 
cacagaggct 
agcctcggca 
gccatgaaga 
gccatgaagc 
cttaagaacc 
aagtgggaga 
gagactgtgg 
cggaacctct 
attctcccca 
aggaagtggc 
attgagggct 
acctcccatg 
gtgcacaaag 
acaatcttca 
tttctgatgt 
ggtggggctt 
ggcccatctg 
acaaataata 
ttggggaaat 
tgagatccag 
ggtccagagt 
ttccagtgga 
agcaacaact 
gctactgttt 
ctcagtttcc 
catatagaaa 
cattcatcct 
attatatcat 
gaagcctttt 
ctatgttggc 



gcatctccat 
tcctggaggg 
ttcagcagct 
atgccctttt 
cgctgtacct 
agatcaatga 
tcgatagcaa 
caagcttcaa 
tgcgggtacc 
cctgcagggt 
gtgagggaaa 
ttaagatgtt 
cctatcagct 
ctgatctgtc 
ctgtggtgga 
ctttcaggtc 
tcattgtgga 
ctcctgaaat 
tatgctggta 
ttactctatg 
gtggagaaca 
agaggctgga 
cctggccctt 
tgagggccac 
gtcagttcat 
cagtcctaac 
ctctgtatac 
ggctggggtg 
ttaagaaaaa 
tttgtggata 
gcaaatagta 
attaacaata 



360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2254 



<210> 22 
<211> 406 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human Protein C inhibitor (PCI) 
<400> 22 

Met Gin Leu Phe Leu Leu Leu Cys Leu Val Leu Leu Ser Pro Gin Gly 
15 10 15 

Ala Ser Leu His Arg His His Pro Arg Glu Met Lys Lys Arg Val Glu 
20 25 30 

Asp Leu His Val Gly Ala Thr Val Ala Pro Ser Ser Arg Arg Asp Phe 
35 40 45 

Thr Phe Asp Leu Tyr Arg Ala Leu Ala Ser Ala Ala Pro Ser Gin Asn 
50 55 60 

lie Phe Phe Ser Pro Val Ser lie Ser Met Ser Leu Ala Met Leu Ser 
65 70 75 80 

Leu Gly Ala Gly Ser Ser Thr Lys Met Gin lie Leu Glu Gly Leu Gly 
85 90 95 
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Leu Asn Leu Gin Lys Ser Ser Glu Lys Glu Leu His Arg Gly Phe Gin 
100 105 110 



Gin Leu Leu Gin Glu Leu Asn Gin Pro Arg Asp Gly Phe Gin Leu Ser 
115 120 125 

Leu Gly Asn Ala Leu Phe Thr Asp Leu Val Val Asp Leu Gin Asp Thr 
130 135 140 

Phe Val Ser Ala Met Lys Thr Leu Tyr Leu Ala Asp Thr Phe Pro Thr 
145 150 155 160 

Asn Phe Arg Asp Ser Ala Gly Ala Met Lys Gin lie Asn Asp Tyr Val 
165 170 175 

Ala Lys Gin Thr Lys Gly Lys lie Val Asp Leu Leu Lys Asn Leu Asp 
180 185 190 

Ser Asn Ala Val Val lie Met Val Asn Tyr lie Phe Phe Lys Ala Lys 
195 200 205 

Trp Glu Thr Ser Phe Asn His Lys Gly Thr Gin Glu Gin Asp Phe Tyr 
210 215 220 

Val Thr Ser Glu Thr Val Val Arg Val Pro Met Met Ser Arg Glu Asp 
225 230 235 240 

Gin Tyr His Tyr Leu Leu Asp Arg Asn Leu Ser Cys Arg Val Val Gly 
245 250 255 

Val Pro Tyr Gin Gly Asn Ala Thr Ala Leu Phe lie Leu Pro Ser Glu 
260 265 270 

Gly Lys Met Gin Gin Val Glu Asn Gly Leu Ser Glu Lys Thr Leu Arg 
275 280 285 

Lys Trp Leu Lys Met Phe Lys Lys Arg Gin Leu Glu Leu Tyr Leu Pro 
290 295 300 

Lys Phe Ser lie Glu Gly Ser Tyr Gin Leu Glu Lys Val Leu Pro Ser 
305 310 315 320 

Leu Gly lie Ser Asn Val Phe Thr Ser His Ala Asp Leu Ser Gly lie 
325 330 335 

Ser Asn His Ser Asn lie Gin Val Ser Glu Met Val His Lys Ala Val 
340 345 350 

Val Glu Val Asp Glu Ser Gly Thr Arg Ala Ala Ala Ala Thr Gly Thr 
355 360 ' 365 

lie Phe Thr Phe Arg Ser Ala Arg Leu Asn Ser Gin Arg Leu Val Phe 
370 375 380 

Asn Arg Pro Phe Leu Met Phe lie Val Asp Asn Asn lie Leu Phe Leu 
385 390 395 400 

Gly Lys Val Asn Arg Pro 
405 
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<210> 23 

<211> 2125 

<212> DNA 

<2 13 > Mus musculus 



<220> 

<223> mouse Protein C inhibitor (PCI) , serine (or 

cysteine) proteinase inhibitor, clade A, member 5 
(Serpina5) cDNA 



<220> 

<221> CDS 

<222> (125) 

<223> PCI 



(1342) 



<400> 23 

cagagtctct 

tcttgtaagc 

cacaatgagg 

ccgccgacac 

acctcccagt 

tggtcagaat 

gggggctggc 

aggccaagaa 

tagtgatggc 

ccgggacgac 

ctttgggaac 

gggcaagatt 

ttacatcttc 

ggatttccat 

gtattcctac 

caatgccatt 

cctggacgag 

ttacctcccc 

gggcatccag 

tatcaagttg 

agcagctgcc 

gatagaattc 

tggcaaggtg 

ggagccaggc 

ggttgactag 

cacagttgca 

tcacttgatt 

ggcctctcct 

aggtcaccag 

tcatcagggt 

acatgggaat 

cagaactaga 

gttagccagg 

gtgtctcacc 

gaggtctgtg 

ctggcaataa 



gtggtcagtg 
caggtggact 
ttcttcccca 
tcccattcca 
agcaaagact 
gtcttcttct 
ttgaagacga 
gacaagctcc 
ctgcagctga 
ttcctgagtg 
cctgaaattg 
gtagacttga 
ttcaaagcca 
gtgaccccca 
tacctggacc 
gctctattta 
agaacattga 
aagttctcca 
gacgtcttca 
tctgagatgg 
atcacaggag 
accagaccct 
acccggccct 
atgttcttca 
taaggtgttg 
agatgtgttc 
tctccaaggt 
gctcagtcta 
gaagcacagt 
tgagaaagga 
ggaaatgtcc 
agcccattca 
gttgctgtaa 
acaaacaaag 
gtaaacagca 
aggcattttg 



acatttgccg 
ataccttgac 
ttctgtgcct 
agaagaagaa 
ttgctttcag 
cccccttgag 
agacccagat 
acaagggctt 
gcctgggcag 
ccatgaagac 
ccaagaagca 
tcaaggacct 
agtggcagac 
aaaagaccat 
aaaacatctc 
ttctccccag 
ggaactggct 
ttgaggctac 
ccacccatgc 
tgcacaaatc 
ccatcttcac 
ttctgctgac 
gaggtgggac 
gcccatccat 
taagtgataa 
ttgctctcat 
cctaccatct 
gctctacaaa 
cataaacctg 
cactggattg 
ctctctgggc 
gcaacctgtg 
gaactcaggt 
gtatcaaatc 
gaacttaggg 
caaag 



gctgcaattc 
actcagccac 
ggtgctgttc 
ggctaaagag 
actctacagg 
cgtgtctatg 
cctagatggc 
ccaacagctg 
tgcccttttt 
actgtacatg 
gatcaacaac 
tgacagcacc 
ggccttcagt 
acgggtgccc 
ctgcacggtg 
cgagggcaag 
taagatgttc 
ctacaaactg 
tgacttgtct 
catgatggag 
attcagatct 
ccttatggag 
tccttctgaa 
ctcttggttg 
gatcaatatc 
ccttcatcat 
tatatgtgac 
gttccctaag 
gtcccccacc 
agcttctgaa 
ctgtgtttct 
agattcttac 
tagtagcata 
acaagcctgg 
tgcagactga 



ctctgctctg 
cacgatacag 
atcagccatg 
tcctcggtgg 
gccttggctt 
agtttgggca 
ctaggcctca 
ctacagagat 
aaagacccag 
tcagacactt 
tatgtagcca 
catgtcatga 
gagacaaaca 
atgatgaacc 
gtggggatcc 
atgaagcagg 
accaagagac 
gaaaatgtcc 
ggcattactg 
gttgaagagt 
gctcggccga 
gattcacata 
actcatgggc 
ctagtgattt 
cctatggctg 
tgacactgac 
atagtcgtgc 
agactggtcc 
tatcagcacc 
atgccgctgg 
ttgtgtgtcc 
acaggggttg 
cttgagtaat 
ctggctgagg 
cttattgatt 



ctctctgtcc 
aagctgtcac 
gggtggcttc 
gtgctgtggg 
ctgaatcccc 
tgctctccct 
gcctccagca 
tcaggcagcc 
cagtacatat 
tctctaccaa 
agcagaccaa 
tagtggtaaa 
cccacaagat 
gtgaagatga 
cttatcaagg 
tggaggatgg 
gcttagatct 
tccccaagct 
accataccaa 
caggaaccac 
gctccctgaa 
tacttttcgt 
ttacacagag 
tcatagagta 
cttccttgat 
cctaaagagg 
caagactcca 
gcatagataa 
aactctcagt 
tagctctgta 
agtgaaggaa 
gcttctctat 
cagggtcaaa 
tggtgtggta 
tccgccttgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2125 



<210> 24 

<211> 405 

<212> PRT 

<213> Mus musculus 
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<220> 

<223> mouse Protein C inhibitor (PCI) , serine (or 

cysteine) proteinase inhibitor, clade A, member 5 
(Serpina5 ) 

<400> 24 

Met Arg Phe Phe Pro lie Leu Cys Leu Val Leu Phe lie Ser His Gly 
15 10 15 

Val Ala Ser Arg Arg His Ser His Ser Lys Lys Lys Lys Ala Lys Glu 
20 25 30 

Ser Ser Val Gly Ala Val Gly Pro Pro Ser Ser Lys Asp Phe Ala Phe 
35 40 45 

Arg Leu Tyr Arg Ala Leu Ala Ser Glu Ser Pro Gly Gin Asn Val Phe 
50 55 60 

Phe Ser Pro Leu Ser Val Ser Met Ser Leu Gly Met Leu Ser Leu Gly 
65 70 75 80 

Ala Gly Leu Lys Thr Lys Thr Gin lie Leu Asp Gly Leu Gly Leu Ser 
85 90 95 

Leu Gin Gin Gly Gin Glu Asp Lys Leu His Lys Gly Phe Gin Gin Leu 
100 105 110 

Leu Gin Arg Phe Arg Gin Pro Ser Asp Gly Leu Gin Leu Ser Leu Gly 
115 120 125 

Ser Ala Leu Phe Lys Asp Pro Ala Val His lie Arg Asp Asp Phe Leu 
130 135 140 

Ser Ala Met Lys Thr Leu Tyr Met Ser Asp Thr Phe Ser Thr Asn Phe 
145 150 155 160 

Gly Asn Pro Glu lie Ala Lys Lys Gin lie Asn Asn Tyr Val Ala Lys 
165 170 175 

Gin Thr Lys Gly Lys lie Val Asp Leu lie Lys Asp Leu Asp Ser Thr 
180 185 190 

His Val Met lie Val Val Asn Tyr lie Phe Phe Lys Ala Lys Trp Gin 
195 200 205 

Thr Ala Phe Ser Glu Thr Asn Thr His Lys Met Asp Phe His Val Thr 
210 215 220 

Pro Lys Lys Thr lie Arg Val Pro Met Met Asn Arg Glu Asp Glu Tyr 
225 230 235 240 

Ser Tyr Tyr Leu Asp Gin Asn lie Ser Cys Thr Val Val Gly lie Pro 
245 250 255 

Tyr Gin Gly Asn Ala lie Ala Leu Phe lie Leu Pro Ser Glu Gly Lys 
260 265 270 

Met Lys Gin Val Glu Asp Gly Leu Asp Glu Arg Thr Leu Arg Asn Trp 
275 280 285 
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Leu Lys Met Phe 
290 

Ser lie Glu Ala 
305 

lie Gin Asp Val 



His Thr Asn lie 
340 

Val Glu Glu Ser 
355 

Thr Phe Arg Ser 
370 

Pro Phe Leu Leu 
385 

Lys Val Thr Arg 



Thr Lys Arg Arg 
295 

Thr Tyr Lys Leu 
310 

Phe Thr Thr His 
325 

Lys Leu Ser Glu 



Gly Thr Thr Ala 
360 

Ala Arg Pro Ser 
375 

Thr Leu Met Glu 
390 

Pro 
405 



Leu Asp Leu Tyr 
300 

Glu Asn Val Leu 
315 

Ala Asp Leu Ser 
330 

Met Val His Lys 
345 

Ala Ala He Thr 



Ser Leu Lys He 
380 

Asp Ser His He 
395 



Leu Pro Lys Phe 



Pro Lys Leu Gly 
320 

Gly He Thr Asp 
335 

Ser Met Met Glu 
350 

Gly Ala He Phe 
365 

Glu Phe Thr Arg 



Leu Phe Val Gly 
400 



<210> 25 
<211> 2035 
<212> DNA 

<213> Rattus norvegicus 
<220> 

<223> rat Protein C inhibitor (PCI) , serine (or 

cysteine) proteinase inhibitor, clade A, member 5 
(SerpinaS) cDNA 

<220> 
<221> CDS 
<222> (48) . . (1268) 
<223> PCI 

<400> 25 

tacccgtcaa gacactcagc caccacaata 
ccattctgtg cctggtgctg ttcttcagtc 
ctaaggagaa gaagaagtct aaagagtcct 
gagactttgc cttcaggctc tacagggcct 
tcttctcccc catgagcgtg tctatgagct 
agactaaggc acagatcctg gagggcctgg 
tgctccacaa gggcttccaa cagctgctgc 
agctgagcct aggcagtgcc ctttttacag 
tgagtgccat gaagacattg tacatgtcag 
aaagtgctaa gaagcagatc aatgactatg 
acttgatcaa ggatcttgac agcacccacg 
aagccaagtg gcagacggcc ttcagtagca 
ctcccaagaa gaccattcag gtgccaatga 
tcgaccaaaa catttcctgc acggtggtgg 
tgtttattct tcccagcgag ggcaagatga 
cgttgaggaa ctggcttaag atgttcacaa 
tctccattga gggtacctat aaactggaaa 
tcttcaccac ccatgctgac ttgtctggcc 
agatggtaca caaatccatg gtggaggtag 
caggaattct cttcacactc agatctgctc 



cagaaatggc agccacaatg aggttcttcc 60 
acggggtggc ttcccgccaa cgctcccatt 12 0 
ctgtgggtgc tgtggggact tcccgaagca 180 
tggcttctga agcccctggt cagaatgttt 24 0 
tgggtatgct ctccctgggg tctggcttga 300 
gcctcagcct ccagcaaggc caagaggata 360 
agcagttcag ccagcctagt gatggcctcc 420 
acccagcagt acatatccgg gaccactttc 480 
acatgttctc taccaacttt gggaaccctg 540 
tagccaagaa gaccaacggc aagattgtag 600 
tcatggtggt ggtaaattat atcttcttca 660 
ccaacaccca caagatggat ttccatgtga 720 
tgaaccgcga agatatatat tcctacatcc 780 
ggatccctta ccaaggcaat acatttgctc 840 
agcgggtaga ggatggcctg gatgagagaa 90 0 
agagacagtt agatctttac ctccccaagt 960 
aaatcctccc caagctgggc atccaggaca 1020 
ttactgacca caccaatatt aagttgtctg 1080 
acgagtcagg aacaacagca gctgcctcca 1140 
gaccgagctc tctgaaggta gaattcacca 1200 
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gaccctttct 
agccctgagg 
tctacagact 
gtgttgtaag 
gtgctcttgc 
caaggtccta 
agtctagcgc 
cacggttata 
gagattctga 
tgtgtttctt 
aattgttaca 
aatagcatac 
caaacctggc 
gcagactgac 



ggtggtcatt 

tgggactcct 
atccacctct 
tgagaagatc 
tctatttttt 
tcaccatatt 
tacaaagctc 
aacctggtct 
aatggtgcta 
tgagtatcca 
caagggttgg 
ttgagcaatc 
tgactgcagt 
ttgttgattt 



atggatggta 
tctgaaactc 
tggtagctag 
aatatcctgg 
cattattgac 
tgtgacatag 
tgcaagaggc 
cacacctatt 
atagctatgt 
gtcaatgatc 
ctactctatg 
agggtaaaag 
tggatgttag 
ctactttggc 



caaacctcta 
acaggcctat 
tgattttcat 
tggaagcttc 
actgatgcta 
ttatgcccag 
tggtcagcat 
agcaccatgg 
aactcgaaaa 
agaacaagta 
ctagccatgg 
tgttccacca 
aggtctgttg 
aatagcaata 



tttcattggc 
acagaaggag 
agagtagatt 
cttgatcaca 
aagaggccac 
acctcagacc 
agataaaggc 
ttgagaaagg 
tgaaaatgtt 
gcccattcag 
ttgatgtaag 
tgaacaaagg 
taaatagtag 
aagcactttg 



aaagtgattc 
ccaggcatat 
gactaataag 
gttgcaagat 
ttgattgctc 
tctcttgctc 
caccaggaag 
acattggact 
cctctctgcc 
tgatctgtga 
aactcagttt 
tatcaaatca 
aacatagatt 
caaag 



1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2035 



<210> 26 
<211> 406 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<223> rat Protein C inhibitor (PCI) , serine (or 

cysteine) proteinase inhibitor, clade A, member 5 
(SerpinaS) 

<400> 26 

Met Arg Phe Phe Pro lie Leu Cys Leu Val Leu Phe Phe Ser His Gly 
15 10 15 

Val Ala Ser Arg Gin Arg Ser His Ser Lys Glu Lys Lys Lys Ser Lys 
20 25 30 

Glu Ser Ser Val Gly Ala Val Gly Thr Ser Arg Ser Arg Asp Phe Ala 
35 40 45 

Phe Arg Leu Tyr Arg Ala Leu Ala Ser Glu Ala Pro Gly Gin Asn Val 
50 55 60 

Phe Phe Ser Pro Met Ser Val Ser Met Ser Leu Gly Met Leu Ser Leu 
65 70 75 80 

Gly Ser Gly Leu Lys Thr Lys Ala Gin lie Leu Glu Gly Leu Gly Leu 
85 90 95 

Ser Leu Gin Gin Gly Gin Glu Asp Met Leu His Lys Gly Phe Gin Gin 
100 105 110 

Leu Leu Gin Gin Phe Ser Gin Pro Ser Asp Gly Leu Gin Leu Ser Leu 
115 120 125 

Gly Ser Ala Leu Phe Thr Asp Pro Ala Val His lie Arg Asp His Phe 
130 135 140 

Leu Ser Ala Met Lys Thr Leu Tyr Met Ser Asp Met Phe Ser Thr Asn 
145 150 155 160 

Phe Gly Asn Pro Glu Ser Ala Lys Lys Gin lie Asn Asp Tyr Val Ala 
165 170 175 
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Lys Lys Thr Asn Gly Lys lie Val Asp Leu lie Lys Asp Leu Asp Ser 
180 185 190 

Thr His Val Met Val Val Val Asn Tyr lie Phe Phe Lys Ala Lys Trp 
195 200 205 

Gin Thr Ala Phe Ser Ser Thr Asn Thr His Lys Met Asp Phe His Val 
210 215 220 

Thr Pro Lys Lys Thr lie Gin Val Pro Met Met Asn Arg Glu Asp lie 
225 230 235 240 

Tyr Ser Tyr lie Leu Asp Gin Asn lie Ser Cys Thr Val Val Gly lie 
245 250 255 

Pro Tyr Gin Gly Asn Thr Phe Ala Leu Phe lie Leu Pro Ser Glu Gly 
260 265 270 

Lys Met Lys Arg Val Glu Asp Gly Leu Asp Glu Arg Thr Leu Arg Asn 
275 280 285 

Trp Leu Lys Met Phe Thr Lys Arg Gin Leu Asp Leu Tyr Leu Pro Lys 
290 295 300 

Phe Ser lie Glu Gly Thr Tyr Lys Leu Glu Lys lie Leu Pro Lys Leu 
305 310 315 320 

Gly lie Gin Asp lie Phe Thr Thr His Ala Asp Leu Ser Gly Leu Thr 
325 330 335 

Asp His Thr Asn lie Lys Leu Ser Glu Met Val His Lys Ser Met Val 
340 345 350 

Glu Val Asp Glu Ser Gly Thr Thr Ala Ala Ala Ser Thr Gly lie Leu 
355 360 365 

Phe Thr Leu Arg Ser Ala Arg Pro Ser Ser Leu Lys Val Glu Phe Thr 
370 375 380 

Arg Pro Phe Leu Val Val lie Met Asp Gly Thr Asn Leu Tyr Phe lie 
385 390 395 400 

Gly Lys Val lie Gin Pro 
405 



<210> 27 

<211> 5073 

<212> DNA 

<213> Homo sapiens 
<220> 

<22 3> human MAST2 05b novel variant 

<220> 

<221> CDS 

<222> (1) . . (5073) 

<223> MAST205b novel variant 

<400> 27 

atgttttcac ccacatctgc tccagccctc ttcctcacta aagtcccatt tagtgctgat 60 
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tgtgctttgg ctacttctcc tcttgccatt 
ggcactcctt gttccagccg cccactgccg 
ttgattgtga cctctagcac atcacctaca 
cacacaggta acagtccttt ggacagcccc 
ttttcttttg ttcctgcccg tagccatagc 
tggtctttgg cctctttgcc ctcttcagga 
tcatcatcat gctcctcaca ggaaaagctg 
gagctgcact ttttgacgaa gcatttcagc 
cagtccccag ccatgcggcc tcgctcccgg 
tttgacagtg aaataataat gatgaatcat 
gcacaaatgg aagagcgact agcagagttt 
cccttggcag atggagccct gagctttatt 
tgcctggata aatctcggag tggcctcatt 
aatttggaga aacttttaca agatgctcat 
gtgatgcagc tggtgaaaaa gctgatgatt 
tgcctggagt ttgaccctga agagttctac 
aaagagggac aagggattaa atgtgacatt 
acccgggatc ccctagaaga aatggcccag 
gagacagatg attctattga gggccatggg 
gaagaggact tcgagaccat taagctcatc 
gtgcggcaca agtccacccg gcagcgcttt 
atcctacgga accagatcca gcaggccttc 
aacccctttg tggtcagcat gttctgctcc 
atggagtacg ttgaaggggg agactgtgcc 
gtggacatgg tgcgtctata ctttgcggaa 
tatggcatcg tgcaccgtga cctcaagcct 
atcaagctca cggactttgg actgtccaaa 
tatgagggtc atattgaaaa ggatgcccgg 
ccagaataca ttgcgcctga ggtgatcctg 
tgggccatgg gcattatcct gtatgagttc 
actccggagg agctctttgg gcaggtgatc 
gaggcactgc ccccagacgc ccaggacctc 
gagagacttg gcacaggcag tgcctatgag 
gactggacag gacttctccg ccagaaggct 
gatactagct attttgacac ccgctcagag 
gaagaagtga gtgaggatgg ctgccttgag 
ttcaacaagg tgtacagcag catggagcgg 
cccccgacca agcgcagcct gagtgaggag 
ctcaaaggcc gagaccggag ctgggtgatt 
tcggtgtctg agtcgtccca cacagagagt 
cgctgctcag gcctcctgga tgcgcctcgg 
accctcagga ggcaaccaca ggagggtata 
gtatctgggc ctgtcactga acactcaggg 
gttggccgga gcagtggttc cagtccagct 
ctggctgagg gagccacagc caaggccatc 
cggctgctct ctggggactc aacagagaag 
aagtccgcct cagccacagc cctctcactc 
ccgttggcca gccccatgtc cccacattct 
tctccaagca gggacttctt gccagccctt 
cgagctggca agaagtatgg cttcaccctg 
gatgtctaca ccgtgcacca tatggtgtgg 
gcagggcttc gtcaaggtga cctcatcacc 
gtgcacacgg aggtggtgga gctgatcctg 
actcccctgg agaacacatc cattaaagtg 
aagatggccc gaaggagcaa gaggagccgc 
agctccctgt tccgcaagat caccaagcaa 
tcttccctta accgctcctt gtcatcaggg 
cacagccttt ccccccgatc tcccactcaa 
tcagtgggag ggaattcatc acagagcagc 
gccggctctg ggcacacacg gcccagctcc 
cagtaccgct ctccacggcg caagtcagca 



ttcctgaacc cacgagccca cagcagtcct 120 
tggagttgtc ggacaagtaa ccgcaagagc 180 
ctaccacggc cacactcacc actccatggc 240 
cggaatttct ctccaaatgc acctgctcac 3 00 
cacagagctg acaggactga tgggcggcgc 3 60 
tatggaacta acactcctag ctccactgtc 420 
catcagttgc ttttccagcc tacagctgat 480 
acagagagcg taccagatga ggaaggacgg 54 0 
agcctcagtc ccggacgatc cccagtatcc 600 
gtttacaaag aaagattccc aaaggccacc 660 
atttcctcca acactccaga cagcgtgctg 720 
catcatcagg tgattgagat ggcccgagac 780 
acatcacaat acttctacga acttcaagag 840 
gagcgctcag agagctcaga agtggccttt 900 
atcattgccc gcccagcacg tctcctggaa 960 
caccttttag aagcagctga gggccacgcc 1020 
ccccgctaca tcgttagcca gctgggcctc 1080 
ttgagcagct gtgacagtcc tgacactcca 1140 
gcatctctgc catctaaaaa gacaccctct 1200 
agcaatggcg cctatggggc tgtatttctg 1260 
gccatgaaga agatcaacaa gcagaacctg 1320 
gtggagcgtg acatactgac tttcgctgag 1380 
tttgatacca agcgccactt gtgcatggtg 1440 
actctgctga agaatattgg ggccctgcct 1500 
actgtgctgg ccctggagta cttacacaac 1560 
gacaacctcc taattacatc catggggcac 1620 
atgggcctca tgagtctgac aacgaacttg 1680 
gaattcctgg acaagcaggt atgcgggacc 1740 
cgccagggct atgggaagcc agtggactgg 1800 
ctggtgggct gcgtcccttt ttttggagat 1860 
agtgatgaga ttgtgtggcc tgagggtgat 192 0 
acctccaaac tgctccacca gaaccctctg 1980 
gtgaagcagc acccattctt tactggtctg 2040 
gaatttattc ctcagttgga gtcagaggat 2100 
cgataccacc acatggactc ggaggatgag 2160 
atccgccagt tctcttcctg ctctccaagg 2220 
ctctcactgc tcgaggagcg ccggacacca 2280 
aaggaggacc attcagatgg cctggcaggg 234 0 
ggctcccctg agatattacg gaagcggctg 2400 
gactcaagcc ctccaatgac agtgcgacgc 2460 
ttcccggagg gccctgagga ggccagcagc 2520 
tgggtcctga cacccccatc tggagagggg 2580 
gagcagcggc caaagctgga tgaggaagct 2 64 0 
atggagaccc gaggccgtgg gacctcacag 2700 
agtgacctgg ctgtgcgtag ggcccgccac 2760 
cgcactgctc gccctgtcaa caaagtgatc 2820 
ctcattcctt cggaacacca cacctgctcc 2880 
cagtcgtcca acccatcatc ccgggactct 2 940 
ggcagcatga ggcctcccat catcatccac 3000 
cgggccattc gcgtctacat gggtgactcc 3060 
cacgtggagg atggaggtcc ggccagtgag 312 0 
catgtcaatg gggaacctgt gcatggcctg 3180 
aagagtggaa acaaggtggc catttcaaca 3240 
gggccagctc ggaagggcag ctacaaggcc 3300 
ggcaaggatg ggcaagaaag cagaaaaagg 3 3 60 
gcatccctgc tccacaccag ccgcagcctt 3420 
gagagtgggc caggctctcc cacacacagc 34 80 
ggctaccggg tgacccccga tgctgtgcat 3540 
tcccccagct ccagcgtgcc cagttcccca 3600 
ctccacggtc tggcacccaa gctccaacgc 3660 
ggcagcatcc cactgtcacc actggcccac 3720 
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accccttctc 
catgtagccc 
tcacggccca 
gagaaactgg 
agccttgacc 
ctggaggtag 
gtgctgcagc 
cgggagtcgc 
gaggaagggc 
gtgagccaga 
tccagaggcc 
gggcctccca 
attgaggagg 
gaccccatcc 
gcactttctc 
acctctggga 
tccccaagca 
acaactccag 
agtgccccca 
tctgagtgtg 
gcctcaggtg 
gagcccagcc 
ttggttccag 



ccccaccccc 
aggcctttcc 
agagtgcgga 
cagcagcact 
tgccccactc 
ttggagccag 
ctgctccctc 
tgcagaagca 
ctgagaacag 
gtgtggcccc 
ctaggagcct 
gaatggaaag 
ctgccagctc 
ctcctgaagg 
ccagcacttc 
agctgagcat 
gaaaggcaac 
cccagcctaa 
gactggccca 
cacaagcagt 
acagaaggca 
tcaggagggg 
atgagctttt 



aacagcttca 
cacaaagctt 
gccaccccgt 
tgccgcctct 
tgaactaaag 
gagtgtgctg 
acgggcccta 
agaagccatt 
ccagggtgca 
taaaggagca 
gggcccaatg 
tcccagtggt 
ctcctcagca 
ttgctggaag 
gggactcacc 
gtggtcctgg 
catggcaggt 
gaacctgtct 
tccatcttat 
gaaagaggat 
ggacgttcca 
ccaagaacca 
aaagcaaaca 



cctcagcggt 
cacttgtcac 
tcaccactac 
gagaagaagc 
aaggaactgc 
tctggcaagg 
ggcaccctcc 
cgtgaggtgg 
caggagctga 
ggagagagtg 
gtcccaagcc 
ccccacagga 
ggccccaacc 
gcccagcacc 
cccaccagca 
aaatccctta 
gggctagcca 
cccagggagc 
gaggatccca 
ccagccctga 
tgccgaggct 

gggggccatc 

tag 



ccccatcgcc 
ctcccctggg 
tcaagagggt 
tagccacttc 
cgcccaggga 
gggccctgcc 
ggcaggaccg 
actcctcaga 
gcttggcacc 
gggaagagga 
tattgacagg 
ggctcgggag 
taggtcagtc 
tccacaccca 
gttgctctcc 
ttgagggccc 
acctccagga 
aggggaagac 
gccagggctg 
gcatcaccca 
gccccctcac 
aaaagcatcg 



cctgtctggc 
caggcaactc 
gcagtcggct 
tcgcaagcac 
agtgagccct 
agggaagggg 
agccgaacga 
ggacgacacc 
tcacccagaa 
tcctttcccg 
gatcacactg 
cccacaagcc 
tggagccaca 
ggcactaaca 
tcccagctcc 
agacagggca 
tttggaaaac 
acagccacct 
gctatgggag 
agtgcctgat 
ccagaagtct 
ggatttggca 



3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5073 



<210> 28 

<211> 1690 

<212> PRT 

<213> Homo sapiens 



<220> 

<22 3> human MAST2 0 5b novel variant 



<400> 28 

Met Phe Ser Pro Thr Ser Ala Pro Ala Leu Phe Leu Thr Lys Val Pro 
15 10 15 

Phe Ser Ala Asp Cys Ala Leu Ala Thr Ser Pro Leu Ala lie Phe Leu 
20 25 30 

Asn Pro Arg Ala His Ser Ser Pro Gly Thr Pro Cys Ser Ser Arg Pro 
35 40 45 

Leu Pro Trp Ser Cys Arg Thr Ser Asn Arg Lys Ser Leu lie Val Thr 
50 55 60 

Ser Ser Thr Ser Pro Thr Leu Pro Arg Pro His Ser Pro Leu His Gly 
65 70 75 80 



His Thr Gly Asn Ser Pro Leu Asp Ser Pro Arg Asn Phe Ser Pro Asn 
85 90 95 

Ala Pro Ala His Phe Ser Phe Val Pro Ala Arg Ser His Ser His Arg 
100 105 110 

Ala Asp Arg Thr Asp Gly Arg Arg Trp Ser Leu Ala Ser Leu Pro Ser 
115 120 125 

Ser Gly Tyr Gly Thr Asn Thr Pro Ser Ser Thr Val Ser Ser Ser Cys 
130 135 140 
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Ser Ser Gin Glu 
145 

Glu Leu His Phe 



Glu Glu Gly Arg 
180 

Ser Pro Gly Arg 
195 

Asn His Val Tyr 
210 

Glu Arg Leu Ala 
225 

Pro Leu Ala Asp 



Met Ala Arg Asp 
260 

Gin Tyr Phe Tyr 
275 

Ala His Glu Arg 
290 

Val Lys Lys Leu 
305 

Cys Leu Glu Phe 



Glu Gly His Ala 
340 

Tyr lie Val Ser 
355 

Ala Gin Leu Ser 
370 

Ser lie Glu Gly 
385 

Glu Glu Asp Phe 



Ala Val Phe Leu 
420 

Lys Lys lie Asn 
435 

Ala Phe Val Glu 
450 



Lys Leu His Gin 
150 

Leu Thr Lys His 
165 

Gin Ser Pro Ala 



Ser Pro Val Ser 
200 

Lys Glu Arg Phe 
215 

Glu Phe lie Ser 
230 

Gly Ala Leu Ser 
245 

Cys Leu Asp Lys 



Glu Leu Gin Glu 
280 

Ser Glu Ser Ser 
295 

Met lie lie lie 
310 

Asp Pro Glu Glu 
325 

Lys Glu Gly Gin 



Gin Leu Gly Leu 
360 

Ser Cys Asp Ser 
375 

His Gly Ala Ser 
390 

Glu Thr lie Lys 
405 

Val Arg His Lys 



Lys Gin Asn Leu 
44 0 

Arg Asp lie Leu 
455 



Leu Leu Phe Gin 
155 

Phe Ser Thr Glu 
170 

Met Arg Pro Arg 
185 

Phe Asp Ser Glu 



Pro Lys Ala Thr 
22 0 

Ser Asn Thr Pro 
235 

Phe He His His 
250 

Ser Arg Ser Gly 
265 

Asn Leu Glu Lys 



Glu Val Ala Phe 
300 

Ala Arg Pro Ala 
315 

Phe Tyr His Leu 
330 

Gly He Lys Cys 
345 

Thr Arg Asp Pro 



Pro Asp Thr Pro 
380 

Leu Pro Ser Lys 
395 

Leu He Ser Asn 
410 

Ser Thr Arg Gin 
425 

He Leu Arg Asn 



Thr Phe Ala Glu 
460 



Pro Thr Ala Asp 
160 

Ser Val Pro Asp 
175 

Ser Arg Ser Leu 
190 

He He Met Met 
205 

Ala Gin Met Glu 



Asp Ser Val Leu 
240 

Gin Val He Glu 
255 

Leu He Thr Ser 
270 

Leu Leu Gin Asp 
285 

Val Met Gin Leu 



Arg Leu Leu Glu 
320 

Leu Glu Ala Ala 
335 

Asp He Pro Arg 
350 

Leu Glu Glu Met 
365 

Glu Thr Asp Asp 



Lys Thr Pro Ser 
400 

Gly Ala Tyr Gly 
415 

Arg Phe Ala Met 
430 

Gin He Gin Gin 
445 

Asn Pro Phe Val 
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Val Ser Met Phe 
465 

Met Glu Tyr Val 



Gly Ala Leu Pro 
500 

Leu Ala Leu Glu 
515 

Lys Pro Asp Asn 
53 0 

Asp Phe Gly Leu 
545 

Tyr Glu Gly His 



Val Cys Gly Thr 
580 

Gly Tyr Gly Lys 
595 

Glu Phe Leu Val 
610 

Leu Phe Gly Gin 
625 

Glu Ala Leu Pro 



Gin Asn Pro Leu 
660 

Gin His Pro Phe 
675 

Lys Ala Glu Phe 
690 

Phe Asp Thr Arg 
705 

Glu Glu Val Ser 



Cys Ser Pro Arg 
740 

Leu Leu Glu Glu 
755 

Glu Glu Lys Glu 
770 



Cys Ser Phe Asp 
470 

Glu Gly Gly Asp 
485 

Val Asp Met Val 



Tyr Leu His Asn 
520 

Leu Leu lie Thr 
535 

Ser Lys Met Gly 
550 

lie Glu Lys Asp 
565 

Pro Glu Tyr lie 



Pro Val Asp Trp 
600 

Gly Cys Val Pro 
615 

Val lie Ser Asp 
630 

Pro Asp Ala Gin 
645 

Glu Arg Leu Gly 



Phe Thr Gly Leu 
680 

lie Pro Gin Leu 
695 

Ser Glu Arg Tyr 
710 

Glu Asp Gly Cys 
725 

Phe Asn Lys Val 



Arg Arg Thr Pro 
760 

Asp His Ser Asp 
775 



Thr Lys Arg His 
475 

Cys Ala Thr Leu 
490 

Arg Leu Tyr Phe 
505 

Tyr Gly He Val 



Ser Met Gly His 
540 

Leu Met Ser Leu 
555 

Ala Arg Glu Phe 
570 

Ala Pro Glu Val 
585 

Trp Ala Met Gly 



Phe Phe Gly Asp 
620 

Glu He Val Trp 
635 

Asp Leu Thr Ser 
650 

Thr Gly Ser Ala 
665 

Asp Trp Thr Gly 



Glu Ser Glu Asp 
700 

His His Met Asp 
715 

Leu Glu He Arg 
730 

Tyr Ser Ser Met 
745 

Pro Pro Thr Lys 



Gly Leu Ala Gly 
780 



Leu Cys Met Val 
480 

Leu Lys Asn He 
495 

Ala Glu Thr Val 
510 

His Arg Asp Leu 
525 

He Lys Leu Thr 



Thr Thr Asn Leu 
560 

Leu Asp Lys Gin 
575 

He Leu Arg Gin 
590 

He He Leu Tyr 
605 

Thr Pro Glu Glu 



Pro Glu Gly Asp 
640 

Lys Leu Leu His 
655 

Tyr Glu Val Lys 
670 

Leu Leu Arg Gin 
685 

Asp Thr Ser Tyr 



Ser Glu Asp Glu 
720 

Gin Phe Ser Ser 
735 

Glu Arg Leu Ser 
750 

Arg Ser Leu Ser 
765 

Leu Lys Gly Arg 
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Asp Arg Ser Trp Val lie Gly Ser Pro Glu lie Leu Arg Lys Arg Leu 
785 790 795 800 

Ser Val Ser Glu Ser Ser His Thr Glu Ser Asp Ser Ser Pro Pro Met 
805 810 815 

Thr Val Arg Arg Arg Cys Ser Gly Leu Leu Asp Ala Pro Arg Phe Pro 
820 825 830 

Glu Gly Pro Glu Glu Ala Ser Ser Thr Leu Arg Arg Gin Pro Gin Glu 
835 840 845 

Gly lie Trp Val Leu Thr Pro Pro Ser Gly Glu Gly Val Ser Gly Pro 
850 855 860 

Val Thr Glu His Ser Gly Glu Gin Arg Pro Lys Leu Asp Glu Glu Ala 
865 870 875 880 

Val Gly Arg Ser Ser Gly Ser Ser Pro Ala Met Glu Thr Arg Gly Arg 
885 890 895 

Gly Thr Ser Gin Leu Ala Glu Gly Ala Thr Ala Lys Ala lie Ser Asp 
900 905 910 

Leu Ala Val Arg Arg Ala Arg His Arg Leu Leu Ser Gly Asp Ser Thr 
915 920 925 

Glu Lys Arg Thr Ala Arg Pro Val Asn Lys Val lie Lys Ser Ala Ser 
930 935 940 

Ala Thr Ala Leu Ser Leu Leu lie Pro Ser Glu His His Thr Cys Ser 
945 950 955 960 

Pro Leu Ala Ser Pro Met Ser Pro His Ser Gin Ser Ser Asn Pro Ser 
965 970 975 

Ser Arg Asp Ser Ser Pro Ser Arg Asp Phe Leu Pro Ala Leu Gly Ser 
980 985 990 

Met Arg Pro Pro lie lie lie His Arg Ala Gly Lys Lys Tyr Gly Phe 
995 1000 1005 

Thr Leu Arg Ala lie Arg Val Tyr Met Gly Asp Ser Asp Val Tyr Thr 
1010 1015 1020 

Val His His Met Val Trp His Val Glu Asp Gly Gly Pro Ala Ser Glu 
1025 1030 1035 1040 

Ala Gly Leu Arg Gin Gly Asp Leu He Thr His Val Asn Gly Glu Pro 
1045 1050 1055 

Val His Gly Leu Val His Thr Glu Val Val Glu Leu He Leu Lys Ser 
1060 1065 1070 

Gly Asn Lys Val Ala He Ser Thr Thr Pro Leu Glu Asn Thr Ser He 
1075 1080 1085 

Lys Val Gly Pro Ala Arg Lys Gly Ser Tyr Lys Ala Lys Met Ala Arg 
1090 1095 1100 
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Arg Ser Lys Arg Ser Arg Gly Lys Asp Gly Gin Glu Ser Arg Lys Arg 
1105 1110 1115 1120 



Ser Ser Leu Phe Arg Lys lie Thr Lys Gin Ala Ser Leu Leu His Thr 
1125 1130 1135 

Ser Arg Ser Leu Ser Ser Leu Asn Arg Ser Leu Ser Ser Gly Glu Ser 
1140 1145 1150 

Gly Pro Gly Ser Pro Thr His Ser His Ser Leu Ser Pro Arg Ser Pro 
1155 1160 1165 

Thr Gin Gly Tyr Arg Val Thr Pro Asp Ala Val His Ser Val Gly Gly 
1170 1175 1180 

Asn Ser Ser Gin Ser Ser Ser Pro Ser Ser Ser Val Pro Ser Ser Pro 
1185 1190 1195 1200 

Ala Gly Ser Gly His Thr Arg Pro Ser Ser Leu His Gly Leu Ala Pro 
1205 1210 1215 

Lys Leu Gin Arg Gin Tyr Arg Ser Pro Arg Arg Lys Ser Ala Gly Ser 
1220 1225 1230 

lie Pro Leu Ser Pro Leu Ala His Thr Pro Ser Pro Pro Pro Pro Thr 
1235 1240 1245 

Ala Ser Pro Gin Arg Ser Pro Ser Pro Leu Ser Gly His Val Ala Gin 
1250 1255 1260. 

Ala Phe Pro Thr Lys Leu His Leu Ser Pro Pro Leu Gly Arg Gin Leu 
1265 1270 1275 1280 

Ser Arg Pro Lys Ser Ala Glu Pro Pro Arg Ser Pro Leu Leu Lys Arg 
1285 1290 1295 

Val Gin Ser Ala Glu Lys Leu Ala Ala Ala Leu Ala Ala Ser Glu Lys 
1300 1305 1310 

Lys Leu Ala Thr Ser Arg Lys His Ser Leu Asp Leu Pro His Ser Glu 
1315 1320 1325 

Leu Lys Lys Glu Leu Pro Pro Arg Glu Val Ser Pro Leu Glu Val Val 
1330 1335 1340 

Gly Ala Arg Ser Val Leu Ser Gly Lys Gly Ala Leu Pro Gly Lys Gly 
1345 1350 1355 1360 

Val Leu Gin Pro Ala Pro Ser Arg Ala Leu Gly Thr Leu Arg Gin Asp 
1365 1370 1375 

Arg Ala Glu Arg Arg Glu Ser Leu Gin Lys Gin Glu Ala lie Arg Glu 
1380 1385 1390 

Val Asp Ser Ser Glu Asp Asp Thr Glu Glu Gly Pro Glu Asn Ser Gin 
1395 1400 1405 

Gly Ala Gin Glu Leu Ser Leu Ala Pro His Pro Glu Val Ser Gin Ser 
1410 1415 1420 
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Val Ala Pro Lys Gly Ala Gly Glu Ser Gly Glu Glu Asp Pro Phe Pro 
1425 1430 1435 1440 



Ser Arg Gly Pro Arg Ser Leu Gly Pro Met Val Pro Ser Leu Leu Thr 
1445 1450 1455 

Gly lie Thr Leu Gly Pro Pro Arg Met Glu Ser Pro Ser Gly Pro His 
1460 1465 1470 

Arg Arg Leu Gly Ser Pro Gin Ala lie Glu Glu Ala Ala Ser Ser Ser 
1475 1480 1485 

Ser Ala Gly Pro Asn Leu Gly Gin Ser Gly Ala Thr Asp Pro lie Pro 
1490 1495 1500 

Pro Glu Gly Cys Trp Lys Ala Gin His Leu His Thr Gin Ala Leu Thr 
1505 1510 1515 1520 

Ala Leu Ser Pro Ser Thr Ser Gly Leu Thr Pro Thr Ser Ser Cys Ser 
1525 1530 1535 

Pro Pro Ser Ser Thr Ser Gly Lys Leu Ser Met Trp Ser Trp Lys Ser 
1540 1545 1550 

Leu lie Glu Gly Pro Asp Arg Ala Ser Pro Ser Arg Lys Ala Thr Met 
1555 1560 1565 

Ala Gly Gly Leu Ala Asn Leu Gin Asp Leu Glu Asn Thr Thr Pro Ala 
1570 1575 1580 

Gin Pro Lys Asn Leu Ser Pro Arg Glu Gin Gly Lys Thr Gin Pro Pro 
1585 1590 1595 1600 

Ser Ala Pro Arg Leu Ala His Pro Ser Tyr Glu Asp Pro Ser Gin Gly 
1605 1610 1615 

Trp Leu Trp Glu Ser Glu Cys Ala Gin Ala Val Lys Glu Asp Pro Ala 
1620 1625 1630 

Leu Ser lie Thr Gin Val Pro Asp Ala Ser Gly Asp Arg Arg Gin Asp 
1635 1640 1645 

Val Pro Cys Arg Gly Cys Pro Leu Thr Gin Lys Ser Glu Pro Ser Leu 
1650 1655 1660 

Arg Arg Gly Gin Glu Pro Gly Gly His Gin Lys His Arg Asp Leu Ala 
1665 1670 1675 1680 

Leu Val Pro Asp Glu Leu Leu Lys Gin Thr 
1685 1690 



<210> 29 

<211> 5737 

<212> DNA 

<213> Homo sapiens 

<220> 

<22 3> human MAST2 05 cDNA 
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<220> 

<221> CDS 

<222> (284) . . (5488) 

<223> MAST205 

<400> 29 

taggcaggcg gctgagccgg cggcgggtgg cctgcccaac gtgtgctggg tgggagaagg 60 
cgaggcggca gcgatgctgt ctcttccgtg aggagcgcag aggaggtcgc ggcgccggag 12 0 
gccccagaag gctcgaaggc gccgcgggct ggggtcggtg gcttagggag cccgtccggc 180 
catggtggcc gcgggtggtg gttggcgcgg ctgcgctgcg gcccggggca gtgcggagcc 24 0 
gggacagtcg cggcgctgac gcccgcgggc cccagctgca gatatgaagc ggagccgctg 3 00 
ccgcgaccga ccgcagccgc cgccgcccga ccgccgggag gatggagttc agcgggcagc 3 60 
ggagctgtct cagtctttgc cgccgcgccg gcgagcgccg cccgggaggc agcggctgga 42 0 
ggagcggacg ggccccgcgg ggcccgaggg caaggagcag gatgtagtaa ctggagttag 4 80 
tcccctgctc ttcaggaaac tcagtaatcc tgacatattt tcatccactg gaaaagttaa 540 
acttcagcga caactgagtc aggatgattg taagttatgg agaggaaacc tggccagctc 600 
tctatcgggt aagcagctgc tccctttgtc cagcagtgta catagcagtg tgggacaggt 660 
gacttggcag tcgtcaggag aagcatcaaa cctggttcga atgagaaacc agtcccttgg 720 
acagtctgca ccttctctta ctgctggcct gaaggagttg agccttccaa gaagaggcag 780 
cttttgtcgg acaagtaacc gcaagagctt gattgtgacc tctagcacat cacctacact 840 
accacggcca cactcaccac tccatggcca cacaggtaac agtcctttgg acagcccccg 900 
gaatttctct ccaaatgcac ctgctcactt ttcttttgtt cctgcccgta ggactgatgg 960 
gcggcgctgg tctttggcct ctttgccctc ttcaggatat ggaactaaca ctcctagctc 1020 
cactgtctca tcatcatgct cctcacagga aaagctgcat cagttgcctt tcca'gcctac 1080 
agctgatgag ctgcactttt tgacgaagca tttcagcaca gagagcgtac cagatgagga 1140 
aggacggcag tccccagcca tgcggcctcg ctcccggagc ctcagtcccg gacgatcccc 1200 
agtatccttt gacagtgaaa taataatgat gaatcacgtt tacaaagaaa gattcccaaa 1260 
ggccaccgca caaatggaag agcgactagc agagtttatt tcctccaaca ctccagacag 1320 
cgtgctgccc ttggcagatg gagccctgag ctttattcat catcaggtga ttgagatggc 13 80 
ccgagactgc ctggataaat ctcggagtgg cctcattaca tcacaatact tctacgaact 1440 
tcaagagaat ttggagaaac ttttacaaga tgctcatgag cgctcagaga gctcagaagt 1500 
ggcttttgtg atgcagctgg tgaaaaagct gatgattatc attgcccgcc cagcacgtct 1560 
cctggaatgc ctggagtttg accctgaaga gttctaccac cttttagaag cagctgaggg 1620 
ccacgccaaa gagggacaag ggattaaatg tgacattccc cgctacatcg ttagccagct 1680 
gggcctcacc cgggatcccc tagaagaaat ggcccagttg agcagctgtg acagtcctga 1740 
cactccagag acagatgatt ctattgaggg ccatggggca tctctgccat ctaaaaagac 1800 
accctctgaa gaggacttcg agaccattaa gctcatcagc aatggcgcct atggggctgt 1860 
atttctggtg cggcacaagt ccacccggca gcgctttgcc atgaagaaga tcaacaagca 1920 
gaacctgatc ctacggaacc agatccagca ggccttcgtg gagcgtgaca tactgacttt 1980 
cgctgagaac ccctttgtgg tcagcatgtt ctgctccttt gataccaagc gccacttgtg 2040 
catggtgatg gagtacgttg aagggggaga ctgtgccact ctgctgaaga atattggggc 2100 
cctgcctgtg gacatggtgc gtctatactt tgcggaaact gtgctggccc tggagtactt 2160 
acacaactat ggcatcgtgc accgtgacct caagcctgac aacctcctaa ttacatccat 2220 
ggggcacatc aagctcacgg actttggact gtccaaaatg ggcctcatga gtctgacaac 2280 
gaacttgtat gagggtcata ttgaaaagga tgcccgggaa ttcctggaca agcaggtatg 2340 
cgggacccca gaatacattg cgcctgaggt gatcctgcgc cagggctatg ggaagccagt 2400 
ggactggtgg gccatgggca ttatcctgta tgagttcctg gtgggctgcg tccctttttt 2460 
tggagatact ccggaggagc tctttgggca ggtgatcagt gatgagattg tgtggcctga 2520 
gggtgatgag gcactgcccc cagacgccca ggacctcacc tccaaactgc tccaccagaa 2580 
ccctctggag agacttggca caggcagtgc ctatgaggtg aagcagcacc cattctttac 2640 
tggtctggac tggacaggac ttctccgcca gaaggctgaa tttattcctc agttggagtc 2700 
agaggatgat actagctatt ttgacacccg ctcagagcga taccaccaca tggactcgga 2760 
ggatgaggaa gaagtgagtg aggatggctg ccttgagatc cgccagttct cttcctgctc 2820 
tccaaggttc aacaaggtgt acagcagcat ggagcggctc tcactgctcg aggagcgccg 2880 
gacaccaccc ccgaccaagc gcagcctgag tgaggagaag gaggaccatt cagatggcct 2940 
ggcagggctc aaaggccgag accggagctg ggtgattggc tcccctgaga tattacggaa 3 000 
gcggctgtcg gtgtctgagt cgtcccacac agagagtgac tcaagccctc caatgacagt 3060 
gcgacgccgc tgctcaggcc tcctggatgc gcctcggttc ccggagggcc ctgaggaggc 312 0 
cagcagcacc ctcaggaggc aaccacagga gggtatatgg gtcctgacac ccccatctgg 3180 
agagggggta tctgggcctg tcactgaaca ctcaggggag cagcggccaa agctggatga 3240 
ggaagctgtt ggccggagca gtggttccag tccagctatg gagacccgag gccgtgggac 3300 
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ctcacagctg 
ccgccaccgg 
agtgatcaag 
ctgctccccg 
ggactcttct 
catccaccga 
tgactccgat 
cagtgaggca 
tggcctggtg 
ttcaacaact 
caaggccaag 
aaaaaggagc 
cagcctttct 
acacagccac 
tgtgcattca 
ttccccagcc 
ccaacgccag 
ggcccacacc 
gtctggccat 
gcaactctca 
gtcggctgag 
caagcacagc 
gagccctctg 
gaagggggtg 
cgaacgacgg 
cgacaccgag 
cccagaagtg 
tttcccgtcc 
cacactgggg 
acaagccatt 
agccacagac 
actaacagca 
cagctccacc 
cagggcatcc 
ggaaacacaa 
ccacctagtg 
tgggagtctg 
cctgatgcct 
aagtctgagc 
ttggcattgg 
actcagacct 



gctgagggag 
ctgctctctg 
tccgcctcag 
ttggccagcc 
ccaagcaggg 
gctggcaaga 
gtctacaccg 
gggcttcgtc 
cacacggagg 
cccctggaga 
atggcccgaa 
tccctgttcc 
tcccttaacc 
agcctttccc 
gtgggaggga 
ggctctgggc 
taccgctctc 
ccttctcccc 
gtagcccagg 
cggcccaaga 
aaactggcag 
cttgacctgc 
gaggtagttg 
ctgcagcctg 
gagtcgctgc 
gaagggcctg 
agccagagtg 
agaggcccta 
cctcccagaa 
gaggaggctg 
cccatccctc 
ctttctccca 
tctgggaagc 
ccaagcagaa 
ctccagccca 
cccccagact 
agtgtgcaca 
caggtgacag 
ccagcctcag 
ttccagatga 
gtgtaatata 



ccacagccaa 
gggactcaac 
ccacagccct 
ccatgtcccc 
acttcttgcc 
agtatggctt 
tgcaccatat 
aaggtgacct 
tggtggagct 
acacatccat 
ggagcaagag 
gcaagatcac 
gctccttgtc 
cccgatctcc 
attcatcaca 
acacacggcc 
cacggcgcaa 
cacccccaac 
cctttcccac 
gtgcggagcc 
cagcacttgc 
cccactctga 
gagccaggag 
ctccctcacg 
agaagcaaga 
agaacagcca 
tggcccctaa 
ggagcctggg 
tggaaagtcc 
ccagctcctc 
ctgaaggttg 
gcacttcggg 
tgagcatgtg 
aggcaaccat 
gcctaagaac 
ggcccatcca 
agcagtgaaa 
aaggcaggac 
gaggggccaa 
gcttttaaag 
tgctcctgga 



ggccatcagt 
agagaagcgc 
ctcactcctc 
acattctcag 
agcccttggc 
caccctgcgg 
ggtgtggcac 
catcacccat 
gatcctgaag 
taaagtgggg 
gagccgcggc 
caagcaagca 
atcaggggag 
cactcaaggc 
gagcagctcc 
cagctccctc 
gtcagcaggc 
agcttcacct 
aaagcttcac 
accccgttca 
cgcctctgag 
actaaagaag 
tgtgctgtct 
ggccctaggc 
agccattcgt 
gggtgcacag 
aggagcagga 
cccaatggtc 
cagtggtccc 
ctcagcaggc 
ctggaaggcc 
actcaccccc 
gtcctggaaa 
ggcaggtggg 
ctgtctccca 
tcttatgagg 
gaggatccag 
gttccatgcc 
gaaccagggg 
caaacatagc 
aaccatc 



gacctggctg 
actgctcgcc 
attccttcgg 
tcgtccaacc 
agcatgaggc 
gccattcgcg 
gtggaggatg 
gtcaatgggg 
agtggaaaca 
ccagctcgga 
aaggatgggc 
tccctgctcc 
agtgggccag 
taccgggtga 
cccagctcca 
cacggtctgg 
agcatcccac 
cagcggtccc 
ttgtcacctc 
ccactactca 
aagaagctag 
gaactgccgc 
ggcaaggggg 
accctccggc 
gaggtggact 
gagctgagct 
gagagtgggg 
ccaagcctat 
cacaggaggc 
cccaacctag 
cagcacctcc 
accagcagtt 
tcccttattg 
ctagccaacc 
gggagcaggg 
atcccagcca 
ccctgagcat 
gaggctgccc 
gccatcaaaa 
agttgtttgc 



tgcgtagggc 
ctgtcaacaa 
aacaccacac 
catcatcccg 
ctcccatcat 
tctacatggg 
gaggtccggc 
aacctgtgca 
aggtggccat 
agggcagcta 
aagaaagcag 
acaccagccg 
gctctcccac 
cccccgatgc 
gcgtgcccag 
cacccaagct 
tgtcaccact 
catcgcccct 
ccctgggcag 
agagggtgca 
ccacttctcg 
ccagggaagt 
ccctgccagg 
aggaccgagc 
cctcagagga 
tggcacctca 
aagaggatcc 
tgacagggat 
tcgggagccc 
gtcagtctgg 
acacccaggc 
gctctcctcc 
agggcccaga 
tccaggattt 
gaagacacag 
gggctggcta 
cacccaagtg 
cctcacccag 
gcatcgggat 
catttcttgc 



3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4560 
4620 
4680 
4740 
4800 
4860 
4920 
4980 
5040 
5100 
5160 
5220 
5280 
5340 
5400 
5460 
5520 
5580 
5640 
5700 
5737 



<210> 30 

<211> 1734 

<212> PRT 

<213> Homo sapiens 

<220> 

<223> human MAST205 
<400> 30 

Met Lys Arg Ser Arg Cys Arg Asp Arg Pro Gin Pro Pro Pro Pro Asp 
1 5 10 15 

Arg Arg Glu Asp Gly Val Gin Arg Ala Ala Glu Leu Ser Gin Ser Leu 
"20 25 30 

Pro Pro Arg Arg Arg Ala Pro Pro Gly Arg Gin Arg Leu Glu Glu Arg 
35 40 45 
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Thr Gly Pro Ala 
50 

Val Ser Pro Leu 
65 

Ser Thr Gly Lys 



Lys Leu Trp Arg 
100 

Leu Pro Leu Ser 
115 

Gin Ser Ser Gly 
130 

Leu Gly Gin Ser 
145 

Leu Pro Arg Arg 



lie Val Thr Ser 
180 

Leu His Gly His 
195 

Ser Pro Asn Ala 
210 

Asp Gly Arg Arg 
225 

Thr Asn Thr Pro 



Lys Leu His Gin 
260 

Leu Thr Lys His 
275 

Gin Ser Pro Ala 
290 

Ser Pro Val Ser 
305 

Lys Glu Arg Phe 



Glu Phe lie Ser 
340 

Gly Ala Leu Ser 
355 



Gly Pro Glu Gly 
55 

Leu Phe Arg Lys 
70 

Val Lys Leu Gin 
85 

Gly Asn Leu Ala 



Ser Ser Val His 
120 

Glu Ala Ser Asn 
135 

Ala Pro Ser Leu 
150 

Gly Ser Phe Cys 
165 

Ser Thr Ser Pro 



Thr Gly Asn Ser 
200 

Pro Ala His Phe 
215 

Trp Ser Leu Ala 
230 

Ser Ser Thr Val 
245 

Leu Pro Phe Gin 



Phe Ser Thr Glu 
280 

Met Arg Pro Arg 
295 

Phe Asp Ser Glu 
310 

Pro Lys Ala Thr 
325 

Ser Asn Thr Pro 



Phe lie His His 
360 



Lys Glu Gin Asp 
60 

Leu Ser Asn Pro 
75 

Arg Gin Leu Ser 
90 

Ser Ser Leu Ser 
105 

Ser Ser Val Gly 



Leu Val Arg Met 
140 

Thr Ala Gly Leu 
155 

Arg Thr Ser Asn 
170 

Thr Leu Pro Arg 
185 

Pro Leu Asp Ser 



Ser Phe Val Pro 
220 

Ser Leu Pro Ser 
235 

Ser Ser Ser Cys 
250 

Pro Thr Ala Asp 
265 

Ser Val Pro Asp 



Ser Arg Ser Leu 
300 

lie lie Met Met 
315 

Ala Gin Met Glu 
330 

Asp Ser Val Leu 
345 

Gin Val He Glu 



Val Val Thr Gly 



Asp He Phe Ser 
80 

Gin Asp Asp Cys 
95 

Gly Lys Gin Leu 
110 

Gin Val Thr Trp 
125 

Arg Asn Gin Ser 



Lys Glu Leu Ser 
160 

Arg Lys Ser Leu 
175 

Pro His Ser Pro 
190 

Pro Arg Asn Phe 
205 

Ala Arg Arg Thr 



Ser Gly Tyr Gly 
240 

Ser Ser Gin Glu 
255 

Glu Leu His Phe 
270 

Glu Glu Gly Arg 
285 

Ser Pro Gly Arg 



Asn His Val Tyr 
320 

Glu Arg Leu Ala 
335 

Pro Leu Ala Asp 
350 

Met Ala Arg Asp 
365 
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Cys Leu Asp Lys 
370 

Glu Leu Gin Glu 
385 

Ser Glu Ser Ser 



Met lie lie lie 
420 

Asp Pro Glu Glu 
435 

Lys Glu Gly Gin 
450 

Gin Leu Gly Leu 
465 

Ser Cys Asp Ser 



His Gly Ala Ser 
500 

Glu Thr lie Lys 
515 

Val Arg His Lys 
530 * 

Lys Gin Asn Leu 
545 

Arg Asp lie Leu 



Cys Ser Phe Asp 
580 

Glu Gly Gly Asp 
595 

Val Asp Met Val 
610 

Tyr Leu His Asn 
625 

Leu Leu lie Thr 



Ser Lys Met Gly 
660 

lie Glu Lys Asp 
675 



Ser Arg Ser Gly 
375 

Asn Leu Glu Lys 
390 

Glu Val Ala Phe 
405 

Ala Arg Pro Ala 



Phe Tyr His Leu 
440 

Gly lie Lys Cys 
455 

Thr Arg Asp Pro 
470 

Pro Asp Thr Pro 
485 

Leu Pro Ser Lys 



Leu lie Ser Asn 
520 

Ser Thr Arg Gin 
535 

lie Leu Arg Asn 
550 

Thr Phe Ala Glu 
565 

Thr Lys Arg His 



Cys Ala Thr Leu 
600 

Arg Leu Tyr Phe 
615 

Tyr Gly lie Val 
630 

Ser Met Gly His 
645 

Leu Met Ser Leu 



Ala Arg Glu Phe 
680 



Leu lie Thr Ser 
380 

Leu Leu Gin Asp 
395 

Val Met Gin Leu 
410 

Arg Leu Leu Glu 
425 

Leu Glu Ala Ala 



Asp lie Pro Arg 
460 

Leu Glu Glu Met 
475 

Glu Thr Asp Asp 
490 

Lys Thr Pro Ser 
505 

Gly Ala Tyr Gly 



Arg Phe Ala Met 
540 

Gin lie Gin Gin 
555 

Asn Pro Phe Val 
570 

Leu Cys Met Val 
585 

Leu Lys Asn lie 



Ala Glu Thr Val 
620 

His Arg Asp Leu 
635 

lie Lys Leu Thr 
650 

Thr Thr Asn Leu 
665 

Leu Asp Lys Gin 



Gin Tyr Phe Tyr 



Ala His Glu Arg 
400 

Val Lys Lys Leu 
415 

Cys Leu Glu Phe 
430 

Glu Gly His Ala 
445 

Tyr lie Val Ser 



Ala Gin Leu Ser 
480 

Ser lie Glu Gly 
495 

Glu Glu Asp Phe 
510 

Ala Val Phe Leu 
525 

Lys Lys lie Asn 



Ala Phe Val Glu 
560 

Val Ser Met Phe 
575 

Met Glu Tyr Val 
590 

Gly Ala Leu Pro 
605 

Leu Ala Leu Glu 



Lys Pro Asp Asn 
640 

Asp Phe Gly Leu 
655 

Tyr Glu Gly His 
670 

Val Cys Gly Thr 
685 
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Pro Glu Tyr lie 
690 

Pro Val Asp Trp 
705 

Gly Cys Val Pro 



Val lie Ser Asp 
740 

Pro Asp Ala Gin 
755 

Glu Arg Leu Gly 
770 

Phe Thr Gly Leu 
785 

lie Pro Gin Leu 



Ser Glu Arg Tyr 
820 



Ala Pro Glu Val 
695 

Trp Ala Met Gly 
710 

Phe Phe Gly Asp 
725 

Glu lie Val Trp 



Asp Leu Thr Ser 
760 

Thr Gly Ser Ala 
775 

Asp Trp Thr Gly 
790 

Glu Ser Glu Asp 
805 

His His Met Asp 



lie Leu Arg Gin 
700 

lie lie Leu Tyr 
715 

Thr Pro Glu Glu 
730 

Pro Glu Gly Asp 
745 

Lys Leu Leu His 



Tyr Glu Val Lys 
780 

Leu Leu Arg Gin 
795 

Asp Thr Ser Tyr 
810 

Ser Glu Asp Glu 
825 



Gly Tyr Gly Lys 



Glu Phe Leu Val 
720 

Leu Phe Gly Gin 
735 

Glu Ala Leu Pro 
750 

Gin Asn Pro Leu 
765 

Gin His Pro Phe 



Lys Ala Glu Phe 
800 

Phe Asp Thr Arg 
815 

Glu Glu Val Ser 
830 



Glu Asp Gly Cys Leu Glu lie Arg Gin Phe Ser Ser Cys Ser Pro Arg 
835 840 , 845 

Phe Asn Lys Val Tyr Ser Ser Met Glu Arg Leu Ser Leu Leu Glu Glu 
850 855 860 

Arg Arg Thr Pro Pro Pro Thr Lys Arg Ser Leu Ser Glu Glu Lys Glu 
865 870 875 880 

Asp His Ser Asp Gly Leu Ala Gly Leu Lys Gly Arg Asp Arg Ser Trp 
885 890 895 

Val lie Gly Ser Pro Glu lie Leu Arg Lys Arg Leu Ser Val Ser Glu 
900 905 910 

Ser Ser His Thr Glu Ser Asp Ser Ser Pro Pro Met Thr Val Arg Arg 
915 920 925 

Arg Cys Ser Gly Leu Leu Asp Ala Pro Arg Phe Pro Glu Gly Pro Glu 
930 935 940 

Glu Ala Ser Ser Thr Leu Arg Arg Gin Pro Gin Glu Gly lie Trp Val 
945 950 955 960 

Leu Thr Pro Pro Ser Gly Glu Gly Val Ser Gly Pro Val Thr Glu His 
965 970 975 

Ser Gly Glu Gin Arg Pro Lys Leu Asp Glu Glu Ala Val Gly Arg Ser 
980 985 990 

Ser Gly Ser Ser Pro Ala Met Glu Thr Arg Gly Arg Gly Thr Ser Gin 
995 1000 1005 
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Leu Ala Glu Gly Ala Thr Ala Lys Ala lie Ser Asp Leu Ala Val Arg 
1010 1015 1020 

Arg Ala Arg His Arg Leu Leu Ser Gly Asp Ser Thr Glu Lys Arg Thr 
1025 1030 1035 1040 

Ala Arg Pro Val Asn Lys Val lie Lys Ser Ala Ser Ala Thr Ala Leu 
1045 1050 1055 

Ser Leu Leu lie Pro Ser Glu His His Thr Cys Ser Pro Leu Ala Ser 
1060 1065 1070 

Pro Met Ser Pro His Ser Gin Ser Ser Asn Pro Ser Ser Arg Asp Ser 
1075 1080 1085 

Ser Pro Ser Arg Asp Phe Leu Pro Ala Leu Gly Ser Met Arg Pro Pro 
1090 1095 1100 

lie lie lie His Arg Ala Gly Lys Lys Tyr Gly Phe Thr Leu Arg Ala 
1105 1110 1115 1120 

lie Arg Val Tyr Met Gly Asp Ser Asp Val Tyr Thr Val His His Met 
1125 1130 1135 

Val Trp His Val Glu Asp Gly Gly Pro Ala Ser Glu Ala Gly Leu Arg 
1140 1145 1150 

Gin Gly Asp Leu lie Thr His Val Asn Gly Glu Pro Val His Gly Leu 
1155 1160 1165 

Val His Thr Glu Val Val Glu Leu lie Leu Lys Ser Gly Asn Lys Val 
1170 1175 1180 

Ala lie Ser Thr Thr Pro Leu Glu Asn Thr Ser lie Lys Val Gly Pro 
1185 1190 1195 1200 

Ala Arg Lys Gly Ser Tyr Lys Ala Lys Met Ala Arg Arg Ser Lys Arg 
1205 1210 1215 

Ser Arg Gly Lys Asp Gly Gin Glu Ser Arg Lys Arg Ser Ser Leu Phe 
1220 1225 1230 

Arg Lys lie Thr Lys Gin Ala Ser Leu Leu His Thr Ser Arg Ser Leu 
1235 1240 1245 

Ser Ser Leu Asn Arg Ser Leu Ser Ser Gly Glu Ser Gly Pro Gly Ser 
1250 1255 1260 

Pro Thr His Ser His Ser Leu Ser Pro Arg Ser Pro Thr Gin Gly Tyr 
1265 1270 1275 1280 

Arg Val Thr Pro Asp Ala Val His Ser Val Gly Gly Asn Ser Ser Gin 
1285 1290 1295 

Ser Ser Ser Pro Ser Ser Ser Val Pro Ser Ser Pro Ala Gly Ser Gly 
1300 1305 1310 

His Thr Arg Pro Ser Ser Leu His Gly Leu Ala Pro Lys Leu Gin Arg 
1315 1320 1325 
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Gin Tyr Arg Ser Pro Arg Arg Lys Ser Ala Gly Ser lie Pro Leu Ser 
1330 1335 1340 

Pro Leu Ala His Thr Pro Ser Pro Pro Pro Pro Thr Ala Ser Pro Gin 
1345 1350 1355 1360 

Arg Ser Pro Ser Pro Leu Ser Gly His Val Ala Gin Ala Phe Pro Thr 
1365 1370 1375 

Lys Leu His Leu Ser Pro Pro Leu Gly Arg Gin Leu Ser Arg Pro Lys 
1380 1385 1390 

Ser Ala Glu Pro Pro Arg Ser Pro Leu Leu Lys Arg Val Gin Ser Ala 
1395 1400 1405 

Glu Lys Leu Ala Ala Ala Leu Ala Ala Ser Glu Lys Lys Leu Ala Thr 
1410 1415 1420 

Ser Arg Lys His Ser Leu Asp Leu Pro His Ser Glu Leu Lys Lys Glu 
1425 1430 1435 1440 

Leu Pro Pro Arg Glu Val Ser Pro Leu Glu Val Val Gly Ala Arg Ser 
1445 1450 1455 

Val Leu Ser Gly Lys Gly Ala Leu Pro Gly Lys Gly Val Leu Gin Pro 
1460 1465 1470 

Ala Pro Ser Arg Ala Leu Gly Thr Leu Arg Gin Asp Arg Ala Glu Arg 
1475 1480 1485 

Arg Glu Ser Leu Gin Lys Gin Glu Ala lie Arg Glu Val Asp Ser Ser 
1490 1495 1500 

Glu Asp Asp Thr Glu Glu Gly Pro Glu Asn Ser Gin Gly Ala Gin Glu 
1505 1510 1515 1520 

Leu Ser Leu Ala Pro His Pro Glu Val Ser Gin Ser Val Ala Pro Lys 
1525 1530 1535 

Gly Ala Gly Glu Ser Gly Glu Glu Asp Pro Phe Pro Ser Arg Gly Pro 
1540 1545 1550 

Arg Ser Leu Gly Pro Met Val Pro Ser Leu Leu Thr Gly lie Thr Leu 
1555 1560 1565 

Gly Pro Pro Arg Met Glu Ser Pro Ser Gly Pro His Arg Arg Leu Gly 
1570 1575 1580 

Ser Pro Gin Ala lie Glu Glu Ala Ala Ser Ser Ser Ser Ala Gly Pro 
1585 1590 1595 1600 

Asn Leu Gly Gin Ser Gly Ala Thr Asp Pro lie Pro Pro Glu Gly Cys 
1605 1610 1615 

Trp Lys Ala Gin His Leu His Thr Gin Ala Leu Thr Ala Leu Ser Pro 
1620 1625 1630 

Ser Thr Ser Gly Leu Thr Pro Thr Ser Ser Cys Ser Pro Pro Ser Ser 
1635 1640 1645 
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Thr Ser Gly Lys Leu Ser Met Trp Ser Trp Lys Ser Leu lie Glu Gly 
1650 1655 1660 



Pro Asp Arg Ala Ser Pro Ser Arg Lys Ala Thr Met Ala Gly Gly Leu 
1665 1670 1675 1680 

Ala Asn Leu Gin Asp Leu Glu Thr Gin Leu Gin Pro Ser Leu Arg Thr 
1685 1690 1695 

Cys Leu Pro Gly Ser Arg Gly Arg His Ser His Leu Val Pro Pro Asp 
1700 1705 1710 

Trp Pro lie His Leu Met Arg lie Pro Ala Arg Ala Gly Tyr Gly Ser 
1715 1720 1725 

Leu Ser Val His Lys Gin 
1730 



<210> 31 
<211> 5374 
<212> DNA 

<213> Mus musculus 
<220> 

<223> mouse microtubule associated testis specific 

serine/threonine protein kinase (Mtssk, MAST205) 
cDNA 

<220> 
<221> CDS 

<222> (117) . . (5321) 
<223> MAST205 



<400> 31 

ggacggccga 

ggcagctact 

ttactggact 

ctggaaaagt 

gcctggcaag 

gtgtgggaca 

accaatccct 

caaggagagg 

catcacctac 

tggacagccc 

gtaggactga 

acactcctag 

ctttccagcc 

taccagatga 

ctggacggtc 

aaagattccc 

ctaacactcc 

aggtgattga 

actatttcta 

cagaaagctc 

ctcgcccagc 

tagaagcagc 

acatcgttag 

gctatgacag 

agccatctca 

gcgcctatgg 



gttgccccag 
ggaggagcgg 
tagtcctctg 
taaactccag 
ttctctgtcg 
ggtaacttgg 
tggacagtct 
cagcttttgt 
gctaccaagg 
ccggaatttc 
tggacggcgc 
ctctacagtc 
aacagctgat 
ggagggacgt 
cccagtttcc 
caaggccact 
agatagtgtg 
gatggcccga 
tgaacttcaa 
agatgtagcc 
tcgcctcctg 
tgaaggtcat 
ccagctgggc 
tccagatact 
gaagaccccc 
ggctgtcttt 



ccgcagtctt 
agcgggcctt 
ctcttcagga 
cgacaactta 
ggtaagcagc 
cagtctacag 
gcaccttccc 
cggacaagta 
ccacactccc 
tctccaaatg 
tggtctttgg 
tcttcatcat 
gaactacact 
cggtccccac 
tttgacagtg 
gcacagatgg 
ttgcccttgg 
gactgcctgg 
gagaatttgg 
tttgtgatac 
gaatgcctgg 
gccaaagagg 
ctaactcggg 
ccagagacag 
tctgaagagg 
ctggtgcggc 



tgcccccgcg 
tggggcacga 
agcttagtaa 
gtcaggatga 
tgctcccttt 
gagaagcatc 
ttacggctgg 
accgcaagag 
cactccatgg 
ctcctgctca 
cctcgttgcc 
gttcctcaca 
ttctgacgaa 
ggatgcggcc 
aaataataat 
aagagcgacc 
cagatggagc 
ataaatctcg 
aaaagcttct 
agctggtaaa 
agtttgaccc 
gacatggaat 
atcccttgga 
atgattcagt 
actttgaaac 
acaagtccac 



ccggcgagcg 
cagcagggag 
tcctgacata 
ctgtaagtta 
gtccagcagt 
aaacctggtt 
cttgaaggaa 
cttgattgta 
ccacacaggt 
cttttccttc 
ttcttcaggc 
agaaaagctt 
gcattttagc 
ccgttcccgc 
gatgaatcat 
tagcctgacc 
actaagcttt 
gagtggcctc 
gcaagatgct 
aaagttgatg 
tgaagaattt 
taaatgtgac 
ggaaatggcc 
tgagggtcgt 
cattaagctc 
gcggcagcgc 



ccgcccggga 
caggatatgg 
tttgcaccca 
cggagaggaa 
gtacacagca 
cgaatgagaa 
ttgagccttc 
acctccagca 
aacagtccct 
gttcctgccc 
tatggaacca 
catcagttac 
acagaaaacg 
agcctcagtc 
gtgtacaaag 
ttcatttcct 
attcatcatc 
attacgtcac 
cacgaacgct 
atcatcattg 
taccacctgt 
attccccgct 
cagttgagca 
ggggtatctc 
atcagcaatg 
tttgcaatga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 
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agaagattaa taagcaaaac ctaatcctac 
gcgacatact gactttcgct gaaaacccct 
ccaagcgtca cttatgcatg gtgatggaat 
tcaagaacat cggggcccta cctgtggaca 
tggctttgga atacttacac aactacggca 
ttctgattac atccatggga cacatcaaac 
tcatgagttt gacaaccaac ttgtatgagg 
tagacaagca ggtatgcggg accccggaat 
gatatgggaa gccagtggac tggtgggcca 
gttgcgtccc tttctttgga gacactccgg 
agatcgtgtg gcccgaaggt gatgacgcgc 
aactgcttca tcagaatcca ctagaaagac 
agcacccatt cttcatgggt ctggactgga 
tacctcagct ggagtcagag gatgacacca 
accatgtgga ctctgaggat gaggaggaag 
agttttcttc ctgctctcca aggttcagca 
tgcttgagga acgccggaca ccacctccaa 
atcactcaga cggcttggca ggactgaagg 
ctgagatatt acggaagcgg ttatctgtgt 
gtcctccaat gacagtgcga catcggtgtt 
aggagactag tagcacccct cggaagcaac 
catctggaga ggggtcatct aggcctgttc 
tggatgagga gcctcctggc caaagcagtc 
gtgggacccc tcagctagct gaggaagcta 
gtagggcccg tcaccggctg ctctctgggg 
tcaacaaagt aatcaagtca gcctcagcta 
accatgcctg ctcaccattg gccagcccta 
catccaggga ctcttctcca agcagggact 
ccatcatcat ccaccgagct ggcaagaagt 
acatgggtga cactgatgtc tacaccgtac 
gtccagccag tgaagcaggg cttcgtcagg 
ctgtgcatgg gctagtccac acagaagtgg 
tatcaatttc aacaactccc ttggagaaca 
gcagctataa agccaagatg gcccgaagga 
aaagccgaaa aagaagctcc ctattccgga 
ccagccgcag cctttcttcc cttaaccgct 
ctcccacaca cagccacagc ctctctccca 
cagatgctgt gcactcagta ggagggaatt 
tgcccagttc tcctgctggc tctggacata 
ccaagctcca acgccaatac cgctcaccac 
caccgttggc ccacacccct tccccaccag 
cacccttgtc tggccatggg tctcagtcct 
taggtaggca gctctcacgg cccaagagtg 
gggtgcagtc tgctgagaag ctggcggctg 
cttcccgcaa acatagtctt gacctgcccc 
gggaagccag ccctctggag gtagttggaa 
ttccaggaaa gggggtactg cagcctgctc 
atcgagctga acgccgtgag tcactgcaaa 
cagaagatga cactgatgag gagcctgaga 
ccccccaccc agaagcaagc cacaatctac 
aggacacttt cttgcacagg gatctaaaga 
caggggccac actaggctcc ccccgagtag 
gcaggccaca agcctttgag gaagctacca 
ctggacccac aagccccacc ccctctgaag 
aggcactaac tgcactttgt cccagctttt 
ccacctccac ctctggaaag ccagggacat 
acagagcatc cacgaacaag accataacaa 
cgaataccac ggtcccaaat cttctgaaga 
caccaagtgt gcctgggctg acccatccgc 
gggagtctga atgtgaacaa atggagaaag 
ctgattcctc aggcgacagg aggcaggaca 



ggaaccagat ccagcaagca tttgtggaac 1620 
ttgtggtcag catgttctgc tcctttgaga 1680 
acgtagaagg gggagactgt gccactctgc 1740 
tggtacgcct gtactttgcg gaaactgtgc 1800 
tcgtgcaccg tgacctcaag cctgacaacc 1860 
tcactgactt tggactttct aaaatcggcc 1920 
gtcatattga aaaggatgcc cgggagttcc 1980 
acatagcacc tgaggtgatc ctgcgtcagg 2040 
tgggcataat cctgtatgag ttcctggtgg 2100 
aggagctctt tgggcaagtg atcagtgatg 2160 
ttcccccaga tgcccaagac ctcacttcca 2220 
tgggcacaag tagtgcctat gaagtgaagc 22 80 
caggacttct acggcagaag gctgaattta 2340 
gctactttga tacccgttca gaacgatacc 2400 
tgagtgagga tggctgcctt gagattcgcc 2460 
aggtttacag tagcatggaa cggctttccc 2520 
ccaagcgcag cctcagtgag gaaaaggaag 2580 
gccgagatcg cagctgggtg attgggtccc 2640 
ccgagtcatc ccacacagag agtgattcga 2700 
caggcctccc agatgggcct cattgccctg 2760 
aacaggaagg tatatgggtc ctcattcccc 2820 
ctgaacgacc gttggagagg caactgaagc 2 8 80 
ggtgttgccc agccctggag acacgaggcc 2 940 
cagccaaagc catcagcgac ctagctgtgc 3000 
actctataga gaagcgcacc actcgccctg 3060 
cggccctttc cctcctcatt ccttcagaac 3120 
tgtccccaca ttcccagtca tccaatccat 3180 
tcttgccagc ccttggcagc ttgaggcctc 3240 
atggcttcac cctgcgggcc attcgagtct 3300 
accacatggt gtggcatgtg gaggatggtg 3360 
gtgacctcat cacccatgtc aatggtgagc 3420 
tggagctggt tctgaagagt ggaaacaagg 34 8 0 
cgtcaatcaa agtggggcca gctaggaaag 3540 
gcaaacggag caaaggcaag gatgggcaag 3 600 
aaatcacaaa gcaggcctcc ttgctccaca 3660 
ccttgtcatc aggggagagt ggtccaggct 3 720 
gatctcctcc tcagggatac cgggtagccc 3780 
cctcgcagag cagctctccc agctccagtg 3840 
cacggcccag ctctcttcac ggtctggcac 3900 
ggcgcaagtc agcaggcagc atcccactgt 3 960 
caacggcagc ttcacctcag cgttccccat 4020 
ttcctaccaa acttcacttg tctcctccgc 4080 
cagagccacc ccgctctccc ctacttaaga 4140 
cactggcagc tgctgagaag aagttagcac 4200 
atggtgaact aaagaaggaa ctgacaccca 4260 
ccagaagtgt gctatccggg aaagggccac 4320 
cttcacgggc ccttgggacc ctacggcagg 4380 
aacaagaagc aatccgggaa gtagactcct 4440 
acagccaggc cacacaggag ccaagattgt 4500 
tccctaaagg ttcaggagag ggtacagaag 4560 
agcagggccc tgtactctca ggtctagtga 4620 
acgttcctgg gctctcccca aggaaggtca 4680 
accccttaca agtccctagc ctgagcaggt 4740 
gctgctggaa ggcccagcac ctccacacac 4800 
cagaacttac ccctaccggt tgttctgctg 4860 
ggtcctggaa attccttatt gagggtccag 4920 
ggaaaggtga accagctaac tcccaagata 4 980 
acctgtctcc tgaggaggag aagccacagc 5040 
ttcttgaggt ccccagccag aactggccat 5100 
aagaaccatc cctgagcatc accgaagtgc 5160 
ttccatgcag agcccacccc ctgagcccag 5220 
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aaacccggcc cagcctgctc tggaaaagcc aagaacttgg gggccagcaa gatcatcagg 5280 
acttagcact gacatcagat gagctcttaa agcaaaccta gcacttgttt gcttccctta 5340 
cattcacctg tgtaatacac cctcctggaa acca 5374 



<210> 32 
<211> 1734 
<212> PRT 

<213> Mus musculus 
<220> 

<223> mouse microtubule associated testis specific 

serine/threonine protein kinase (Mtssk, MAST205) 

<400> 32 

Met Val Thr Gly Leu Ser Pro Leu Leu Phe Arg Lys Leu Ser Asn Pro 
15 10 15 

Asp lie Phe Ala Pro Thr Gly Lys Val Lys Leu Gin Arg Gin Leu Ser 
20 25 30 

Gin Asp Asp Cys Lys Leu Arg Arg Gly Ser Leu Ala Ser Ser Leu Ser 
35 40 45 

Gly Lys Gin Leu Leu Pro Leu Ser Ser Ser Val His Ser Ser Val Gly 
50 55 60 

Gin Val Thr Trp Gin Ser Thr Gly Glu Ala Ser Asn Leu Val Arg Met 
65 70 75 80 

Arg Asn Gin Ser Leu Gly Gin Ser Ala Pro Ser Leu Thr Ala Gly Leu 
85 90 95 

Lys Glu Leu Ser Leu Pro Arg Arg Gly Ser Phe Cys Arg Thr Ser Asn 
100 105 110 

Arg Lys Ser Leu lie Val Thr Ser Ser Thr Ser Pro Thr Leu Pro Arg 
115 120 125 

Pro His Ser Pro Leu His Gly His Thr Gly Asn Ser Pro Leu Asp Ser 
130 135 140 

Pro Arg Asn Phe Ser Pro Asn Ala Pro Ala His Phe Ser Phe Val Pro 
145 150 155 160 

Ala Arg Arg Thr Asp Gly Arg Arg Trp Ser Leu Ala Ser Leu Pro Ser 
165 170 175 

Ser Gly Tyr Gly Thr Asn Thr Pro Ser Ser Thr Val Ser Ser Ser Cys 
180 185 190 

Ser Ser Gin Glu Lys Leu His Gin Leu Pro Phe Gin Pro Thr Ala Asp 
195 200 205 

Glu Leu His Phe Leu Thr Lys His Phe Ser Thr Glu Asn Val Pro Asp 
210 215 220 

Glu Glu Gly Arg Arg Ser Pro Arg Met Arg Pro Arg Ser Arg Ser Leu 
225 230 235 240 
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Ser Pro Gly Arg 



Asn His Val Tyr 
260 

Glu Arg Pro Ser 
275 

Leu Pro Leu Ala 
290 

Glu Met Ala Arg 
305 

Ser His Tyr Phe 



Asp Ala His Glu 
340 

Leu Val Lys Lys 
355 

Glu Cys Leu Glu 
370 

Ala Glu Gly His 
385 

Arg Tyr lie Val 



Met Ala Gin Leu 
420 

Asp Ser Val Glu 
435 

Ser Glu Glu Asp 
450 

Gly Ala Val Phe 
465 

Met Lys Lys lie 



Gin Ala Phe Val 
500 

Val Val Ser Met 
515 

Val Met Glu Tyr 
530 

lie Gly Ala Leu 
545 



Ser Pro Val Ser 
245 

Lys Glu Arg Phe 



Leu Thr Phe lie 
280 

Asp Gly Ala Leu 
295 

Asp Cys Leu Asp 
310 

Tyr Glu Leu Gin 
325 

Arg Ser Glu Ser 



Leu Met lie lie 
360 

Phe Asp Pro Glu 
375 

Ala Lys Glu Gly 
390 

Ser Gin Leu Gly 
405 

Ser Ser Tyr Asp 



Gly Arg Gly Val 
440 

Phe Glu Thr lie 
455 

Leu Val Arg His 
470 

Asn Lys Gin Asn 
485 

Glu Arg Asp lie 



Phe Cys Ser Phe 
520 

Val Glu Gly Gly 
535 

Pro Val Asp Met 
550 



Phe Asp Ser Glu 
250 

Pro Lys Ala Thr 
265 

Ser Ser Asn Thr 



Ser Phe lie His 
300 

Lys Ser Arg Ser 
315 

Glu Asn Leu Glu 
330 

Ser Asp Val Ala 
345 

lie Ala Arg Pro 



Glu Phe Tyr His 
380 

His Gly lie Lys 
395 

Leu Thr Arg Asp 
410 

Ser Pro Asp Thr 
425 

Ser Gin Pro Ser 



Lys Leu lie Ser 
460 

Lys Ser Thr Arg 
475 

Leu lie Leu Arg 
490 

Leu Thr Phe Ala 
505 

Glu Thr Lys Arg 



Asp Cys Ala Thr 
540 

Val Arg Leu Tyr 
555 



He He Met Met 
255 

Ala Gin Met Glu 
270 

Pro Asp Ser Val 
285 

His Gin Val He 



Gly Leu He Thr 
320 

Lys Leu Leu Gin 
335 

Phe Val He Gin 
350 

Ala Arg Leu Leu 
365 

Leu Leu Glu Ala 



Cys Asp He Pro 
400 

Pro Leu Glu Glu 
415 

Pro Glu Thr Asp 
430 

Gin Lys Thr Pro 
445 

Asn Gly Ala Tyr 



Gin Arg Phe Ala 
480 

Asn Gin He Gin 
495 

Glu Asn Pro Phe 
510 

His Leu Cys Met 
525 

Leu Leu Lys Asn 



Phe Ala Glu Thr 
560 
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Val Leu Ala Leu 



Leu Lys Pro Asp 
580 

Thr Asp Phe Gly 
595 

Leu Tyr Glu Gly 
610 

Gin Val Cys Gly 
625 

Gin Gly Tyr Gly 



Tyr Glu Phe Leu 
660 

Glu Leu Phe Gly 
675 

Asp Asp Ala Leu 
690 

His Gin Asn Pro 
705 

Lys Gin His Pro 



Gin Lys Ala Glu 
740 

Tyr Phe Asp Thr 
755 

Glu Glu Glu Val 
770 

Ser Cys Ser Pro 
785 

Ser Leu Leu Glu 



Ser Glu Glu Lys 
820 

Arg Asp Arg Ser 
835 

Leu Ser Val Ser 
850 

Met Thr Val Arg 
865 



Glu Tyr Leu His 
565 

Asn Leu Leu lie 



Leu Ser Lys lie 
600 

His lie Glu Lys 
615 

Thr Pro Glu Tyr 
630 

Lys Pro Val Asp 
645 

Val Gly Cys Val 



Gin Val He Ser 
680 

Pro Pro Asp Ala 
695 

Leu Glu Arg Leu 
710 

Phe Phe Met Gly 
725 

Phe He Pro Gin 



Arg Ser Glu Arg 
760 

Ser Glu Asp Gly 
775 

Arg Phe Ser Lys 
790 

Glu Arg Arg Thr 
805 

Glu Asp His Ser 



Trp Val He Gly 
840 

Glu Ser Ser His 
855 

His Arg Cys Ser 
870 



Asn Tyr Gly He 
570 

Thr Ser Met Gly 
585 

Gly Leu Met Ser 



Asp Ala Arg Glu 
620 

He Ala Pro Glu 
635 

Trp Trp Ala Met 
650 

Pro Phe Phe Gly 
665 

Asp Glu He Val 



Gin Asp Leu Thr 
700 

Gly Thr Ser Ser 
715 

Leu Asp Trp Thr 
730 

Leu Glu Ser Glu 
745 

Tyr His His Val 



Cys Leu Glu He 
780 

Val Tyr Ser Ser 
795 

Pro Pro Pro Thr 
810 

Asp Gly Leu Ala 
825 

Ser Pro Glu He 



Thr Glu Ser Asp 
860 

Gly Leu Pro Asp 
875 



Val His Arg Asp 
575 

His He Lys Leu 
590 

Leu Thr Thr Asn 
605 

Phe Leu Asp Lys 



Val He Leu Arg 
640 

Gly He He Leu 
655 

Asp Thr Pro Glu 
670 

Trp Pro Glu Gly 
685 

Ser Lys Leu Leu 



Ala Tyr Glu Val 
720 

Gly Leu Leu Arg 
735 

Asp Asp Thr Ser 
750 

Asp Ser Glu Asp 
765 

Arg Gin Phe Ser 



Met Glu Arg Leu 
800 

Lys Arg Ser Leu 
815 

Gly Leu Lys Gly 
830 

Leu Arg Lys Arg 
845 

Ser Ser Pro Pro 



Gly Pro His Cys 
880 
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Pro Glu Glu Thr Ser Ser Thr Pro Arg Lys Gin Gin Gin Glu Gly lie 
885 890 895 



Trp Val Leu lie Pro Pro Ser Gly Glu Gly Ser Ser Arg Pro Val Pro 
900 905 910 

Glu Arg Pro Leu Glu Arg Gin Leu Lys Leu Asp Glu Glu Pro Pro Gly 
915 920 925 

Gin Ser Ser Arg Cys Cys Pro Ala Leu Glu Thr Arg Gly Arg Gly Thr 
930 935 940 

Pro Gin Leu Ala Glu Glu Ala Thr Ala Lys Ala lie Ser Asp Leu Ala 
945 950 955 960 

Val Arg Arg Ala Arg His Arg Leu Leu Ser Gly Asp Ser lie Glu Lys 
. 965 970 975 

Arg Thr Thr Arg Pro Val Asn Lys Val lie Lys Ser Ala Ser Ala Thr 
980 985 990 

Ala Leu Ser Leu Leu lie Pro Ser Glu His His Ala Cys Ser Pro Leu 
995 1000 1005 

Ala Ser Pro Met Ser Pro His Ser Gin Ser Ser Asn Pro Ser Ser Arg 
1010 1015 1020 

Asp Ser Ser Pro Ser Arg Asp Phe Leu Pro Ala Leu Gly Ser Leu Arg 
1025 1030 1035 1040 

Pro Pro lie lie lie His Arg Ala Gly Lys Lys Tyr Gly Phe Thr Leu 
1045 1050 1055 

Arg Ala lie Arg Val Tyr Met Gly Asp Thr Asp Val Tyr Thr Val His 
1060 1065 1070 

His Met Val Trp His Val Glu Asp Gly Gly Pro Ala Ser Glu Ala Gly 
1075 1080 1085 

Leu Arg Gin Gly Asp Leu He Thr His Val Asn Gly Glu Pro Val His 
1090 1095 1100 

Gly Leu Val His Thr Glu Val Val Glu Leu Val Leu Lys Ser Gly Asn 
1105 1110 1115 1120 

Lys Val Ser He Ser Thr Thr Pro Leu Glu Asn Thr Ser He Lys Val 
1125 1130 1135 

Gly Pro Ala Arg Lys Gly Ser Tyr Lys Ala Lys Met Ala Arg Arg Ser 
1140 1145 1150 

Lys Arg Ser Lys Gly Lys Asp Gly Gin Glu Ser Arg Lys Arg Ser Ser 
1155 1160 1165 

Leu Phe Arg Lys He Thr Lys Gin Ala Ser Leu Leu His Thr Ser Arg 
1170 1175 1180 

Ser Leu Ser Ser Leu Asn Arg Ser Leu Ser Ser Gly Glu Ser Gly Pro 
1185 1190 1195 1200 
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Gly Ser Pro Thr His Ser His Ser Leu Ser Pro Arg Ser Pro Pro Gin 
1205 1210 1215 



Gly Tyr Arg Val Ala Pro Asp Ala Val His Ser Val Gly Gly Asn Ser 
1220 1225 1230 

Ser Gin Ser Ser Ser Pro Ser Ser Ser Val Pro Ser Ser Pro Ala Gly 
1235 1240 1245 

Ser Gly His Thr Arg Pro Ser Ser Leu His Gly Leu Ala Pro Lys Leu 
1250 1255 1260 

Gin Arg Gin Tyr Arg Ser Pro Arg Arg Lys Ser Ala Gly Ser lie Pro 
1265 1270 1275 1280 

Leu Ser Pro Leu Ala His Thr Pro Ser Pro Pro Ala Thr Ala Ala Ser 
1285 1290 1295 

Pro Gin Arg Ser Pro Ser Pro Leu Ser Gly His Gly Ser Gin Ser Phe 
1300 1305 1310 

Pro Thr Lys Leu His Leu Ser Pro Pro Leu Gly Arg Gin Leu Ser Arg 
1315 1320 1325 

Pro Lys Ser Ala Glu Pro Pro Arg Ser Pro Leu Leu Lys Arg Val Gin 
1330 1335 1340 

Ser Ala Glu Lys Leu Ala Ala Ala Leu Ala Ala Ala Glu Lys Lys Leu 
1345 1350 1355 1360 

Ala Pro Ser Arg Lys His Ser Leu Asp Leu Pro His Gly Glu Leu Lys 
1365 1370 1375 

Lys Glu Leu Thr Pro Arg Glu Ala Ser Pro Leu Glu Val Val Gly Thr 
1380 1385 1390 

Arg Ser Val Leu Ser Gly Lys Gly Pro Leu Pro Gly Lys Gly Val Leu 
1395 1400 1405 

Gin Pro Ala Pro Ser Arg Ala Leu Gly Thr Leu Arg Gin Asp Arg Ala 
1410 1415 1420 

Glu Arg Arg Glu Ser Leu Gin Lys Gin Glu Ala lie Arg Glu Val Asp 
1425 1430 1435 1440 

Ser Ser Glu Asp Asp Thr Asp Glu Glu Pro Glu Asn Ser Gin Ala Thr 
1445 1450 1455 

Gin Glu Pro Arg Leu Ser Pro His Pro Glu Ala Ser His Asn Leu Leu 
1460 1465 1470 

Pro Lys Gly Ser Gly Glu Gly Thr Glu Glu Asp Thr Phe Leu His Arg 
1475 1480 1485 

Asp Leu Lys Lys Gin Gly Pro Val Leu Ser Gly Leu Val Thr Gly Ala 
1490 1495 1500 

Thr Leu Gly Ser Pro Arg Val Asp Val Pro Gly Leu Ser Pro Arg Lys 
1505 ~ 1510 1515 1520 
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Val Ser Arg Pro Gin Ala Phe Glu Glu Ala Thr Asn Pro Leu Gin Val 
1525 1530 1535 

Pro Ser Leu Ser Arg Ser Gly Pro Thr Ser Pro Thr Pro Ser Glu Gly 
1540 1545 1550 

Cys Trp Lys Ala Gin His Leu His Thr Gin Ala Leu Thr Ala Leu Cys 
1555 1560 1565 

Pro Ser Phe Ser Glu Leu Thr Pro Thr Gly Cys Ser Ala Ala Thr Ser 
1570 1575 1580 

Thr Ser Gly Lys Pro Gly Thr Trp Ser Trp Lys Phe Leu lie Glu Gly 
1585 1590 1595 1600 

Pro Asp Arg Ala Ser Thr Asn Lys Thr lie Thr Arg Lys Gly Glu Pro 
1605 1610 1615 

Ala Asn Ser Gin Asp Thr Asn Thr Thr Val Pro Asn Leu Leu Lys Asn 
1620 1625 1630 

Leu Ser Pro Glu Glu Glu Lys Pro Gin Pro Pro Ser Val Pro Gly Leu 
1635 1640 1645 

Thr His Pro Leu Leu Glu Val Pro Ser Gin Asn Trp Pro Trp Glu Ser 
1650 1655 1660 

Glu Cys Glu Gin Met Glu Lys Glu Glu Pro Ser Leu Ser lie Thr Glu 
1665 1670 1675 1680 

Val Pro Asp Ser Ser Gly Asp Arg Arg Gin Asp lie Pro Cys Arg Ala 
1685 1690 1695 

His Pro Leu Ser Pro Glu Thr Arg Pro Ser Leu Leu Trp Lys Ser Gin 
1700 1705 1710 

Glu Leu Gly Gly Gin Gin Asp His Gin Asp Leu Ala Leu Thr Ser Asp 
1715 1720 1725 

Glu Leu Leu Lys Gin Thr 
1730 



<210> 33 
<211> 3568 
<212> DNA 

<213> Homo sapiens 
<220> 

<223> human colon Kruppel-like factor (CKLF) cDNA 

<220> 

<221> CDS 

<222> (537) . . (1910) 

<223> CKLF 

<400> 33 

gcggccgccc tgcgcgcgaa gctcgtggcc cgagaggggt gcggtcgggc cgacggaggc 60 

ggggccctgg ctgcctctct ccctgctcat aggctggccg ctcaggcctg gccggcctcg 120 

gggcctcggg attcgcggcg gcgctgccaa tcaggcgatc gggccccgcc cccccggagt 180 

tgggtgaaat agaggcgggc gtcaagtgtc agtagtcgcg gggcaggtac gtgcgctcgc 240 
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ggttctctcg cggaggtcgg cggtggcggg 
ggggcggggc gggagaaagt ggccgcccgg 
gaagagtttt gcttttcgtg cgcgccttcg 
cccgaaacct cccctcctcc gccggcagcc 
tgggcgaggt gggaagtgcg cccgacccgc 
ctacaagggt gctgagcatg agcgcccgcc 
aggacgagcc ggtgttcgcg cagctcaagc 
acgcggcgct cttccccggc gaggagctga 
ccgcgcccgc gcaggccccg cagccggccc 
cagaggacct ggtccaaaca agatgtgaaa 
cagttcctat aattccagag cataaaaagt 
agttcttcac tgacactgaa gggttacctt 
acatcactca cctgagaact ggcctctaca 
agacagaacc tgttgccatt ttcagccacc 
cgacccaggc cctccctgag ttcaccagta 
aggtgaacaa tattttcatc aaacaagaac 
ctacccagca gggccacctg taccagctac 
ctacaaatca gacagcagca atggacactc 
gccttaacac acacacctct gctgttccgc 
ccccttgcac atacacaatg ccaagtcagt 
cgtcaccacc aagctcagag cctggaagtc 
taaccccacc tccatcctat gctgctacaa 
atttacccac caccctgcca gttaactcac 
ggagtaaccc cgatttggag aaacgacgca 
aagtttatac caagtcttct catttaaaag 
catacaagtg tacctgggaa ggctgcgact 
gccactaccg gaagcacaca ggcgccaagc 
tctcgcgctc tgaccacctg gccctgcata 
tgtgacccgt tccaggtccc ctgggctccc 
aaaacaacaa aaaacaaaca aaagcaagaa 
tgtatatttg agaaaacagg gaatacattg 
gaatctggaa tgcttgctgt aatgtatatg 
aggcagccac gtctcaacat gggtaagggg 
ttacctaggc accatcattt aatgtgacag 
cagaagaaga atggattgta tgtcaagatt 
gtaggtaatt ccttagagat acagtatacc 
gtgtgggttt ttaaaaatta tatactatat 
gtaaatatgc aaatcagctt tataggttta 
gagtcataat tcttttgaaa ataaccatga 
tacctctcaa cattaccaaa atcatttctt 
tttaaaaaag caaatttcat gcactgatta 
tttatatgaa ttataaactg aagagcttaa 
ttacaataag ctaaacgcaa tgtcttttta 
tatgacaatg ttgcatttat gatgcagttt 
gttttcatat atcgagatgt tcgctcgtgc 
gattttgcat gtaatacaca gtgagacaca 
gttaatctat taatactgac tcagtgtctg 
taaggaagca aatgctacat atatgcaata 
accaaagggc agaataaata agcaaaatgc 
aattttgttt ttaaaatatt gtttatcttt 
tagaagacaa ttttcataac ttgataaatt 
aaaagatgta aatagatgac aaacgatgta 
atacgtggaa acacacctac atgaaaagca 
ctcttatttt tgtattgtgg tcatttccta 
tgtagaattt tttgagagaa tgagatgttt 
taaaaagtgc cctaaaagaa aaaaaaaa 



agcgggctcc ggagagcctg agagcacggt 3 00 
aggacgttgg cgtttacgtg tggaagagcg 360 
aaaactgcct gccgctgtct gaggagtcca 420 
ccgcgctgag ctcgccgacc caagccagcg 480 
gcctggagct gcgcccccga gtgcccatgg 540 
tgggacccgt gccccagccg ccggcgccgc 600 
cggtgctggg cgccgcgaat ccggcccgcg 660 
agcacgcgca ccaccgcccg caggcgcagc 72 0 
agccgcccgc caccggcccg cggctgcctc 780 
tggagaagta tctgacacct cagcttcctc 840 
atagacgaga cagtgcctca gtcgtagacc 900 
acagtatcaa catgaacgtc ttcctccctg 960 
aatcccagag accgtgcgta acacacatca 1020 
agagtgaaac gactgcccct cctccggccc 1080 
tattcagctc acaccagacc gcagctccag 1140 
ttcctacacc agatcttcat ctttctgtcc 1200 
tgaatacacc ggatctagat atgcccagtt 1260 
ttaatgtttc tatgtcagct gccatggcag 1320 
agactgcagt gaaacaattc cagggcatgc 1380 
ttcttccaca acaggccact tactttcccc 1440 
cagatagaca agcagagatg ctccagaatt 1500 
ttgcttctaa actggcaatt cacaatccaa 1560 
aaaacatcca acctgtcaga tacaatagaa 1620 
tccactactg cgattaccct ggttgcacaa 1680 
ctcacctgag gactcacact ggtgaaaagc 1740 
ggaggttcgc gcgatcggat gagctgaccc 1800 
ccttccagtg cggggtgtgc aaccgcagct 1860 
tgaagaggca ccagaactga gcactgcccg 1920 
tcaaatgaca gacctaacta ttcctgtgta 1980 
aaccacaact aaaactggaa atgtatattt 2040 
tattaatacc aaagtgtttg gtcattttaa 2100 
gctttactca agcagatctc atctcatgac 2160 
tgggggtgga ggggagtgtg tgcagcgttt 222 0 
tgttcagtaa acaaatcagt tggcaggcac 2280 
ttacttggca ttgagtagtt tttttcaata 2340 
tggcaattca caaatagcca ttgaacaaat 2400 
gagttgccta tatttgctat tcaaaatttt 2460 
ttacaagttt tttaggattc ttttggggaa 2520 
atacacttac agttaggatt tgtggtaagg 2580 
tagagggaag gaataatcat tcaaatgaac 2640 
aaataggatt attttaaata caaaaggcat 2700 
agatagttac aaatacaaaa gttcaacctc 2760 
aaaagaggac ttagggtgtc gtttttcaca 2 82 0 
caagtaccaa aacgttgaat tgatgatgca 2880 
agtactgttg gttaaatgac aatttatgtg 2 940 
gtaattttat ctaaattaca gtgcagttta 3000 
cctttaaata taaatgatat gttgaaaact 3060 
taaaatagta atgtgatgct gatgctgtta 3120 
caaaaggggt cttaattgaa atgaaaattt 3180 
atttatttgg gggtaatatt gtaagttttt 3240 
atagttttgt ttgttagaaa agtagctctt 3300 
aataattttg taagaggctt caaaatgttt 3360 
gaaatcggtt gctgttttgc ttctttttcc 3420 
tgcaaataat ggagcaaaca gctgtatagt 3480 
atatattaac gacaattttt ttttggaaaa 3540 

3568 
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<210> 34 
<211> 457 
<212> PRT 

<213> Homo sapiens 
<220> 

<22 3> human colon Kruppel-like factor (CKLF) 
<400> 34 

Met Ala Thr Arg Val Leu Ser Met Ser Ala Arg Leu Gly Pro Val Pro 
15 10 15 

Gin Pro Pro Ala Pro Gin Asp Glu Pro Val Phe Ala Gin Leu Lys Pro 
20 25 30 

Val Leu Gly Ala Ala Asn Pro Ala Arg Asp Ala Ala Leu Phe Pro Gly 
35 40 45 

Glu Glu Leu Lys His Ala His His Arg Pro Gin Ala Gin Pro Ala Pro 
50 55 60 

Ala Gin Ala Pro Gin Pro Ala Gin Pro Pro Ala Thr Gly Pro Arg Leu 
65 70 75 80 

Pro Pro Glu Asp Leu Val Gin Thr Arg Cys Glu Met Glu Lys Tyr Leu 
85 90 95 

Thr Pro Gin Leu Pro Pro Val Pro lie lie Pro Glu His Lys Lys Tyr 
100 105 110 

Arg Arg Asp Ser Ala Ser Val Val Asp Gin Phe Phe Thr Asp Thr Glu 
115 120 125 

Gly Leu Pro Tyr Ser lie Asn Met Asn Val Phe Leu Pro Asp lie Thr 
130 135 140 

His Leu Arg Thr Gly Leu Tyr Lys Ser Gin Arg Pro Cys Val Thr His 
145 150 155 160 

lie Lys Thr Glu Pro Val Ala lie Phe Ser His Gin Ser Glu Thr Thr 
165 170 175 

Ala Pro Pro Pro Ala Pro Thr Gin Ala Leu Pro Glu Phe Thr Ser lie 
180 185 190 

Phe Ser Ser His Gin Thr Ala Ala Pro Glu Val Asn Asn lie Phe lie 
195 200 205 

Lys Gin Glu Leu Pro Thr Pro Asp Leu His Leu Ser Val Pro Thr Gin 
210 215 220 

Gin Gly His Leu Tyr Gin Leu Leu Asn Thr Pro Asp Leu Asp Met Pro 
225 230 235 240 

Ser Ser Thr Asn Gin Thr Ala Ala Met Asp Thr Leu Asn Val Ser Met 
245 250 255 

Ser Ala Ala Met Ala Gly Leu Asn Thr His Thr Ser Ala Val Pro Gin 
260 265 270 
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Thr Ala Val Lys Gin Phe Gin Gly Met Pro Pro Cys Thr Tyr Thr Met 
275 280 285 



Pro Ser Gin Phe Leu Pro Gin Gin Ala Thr Tyr Phe Pro Pro Ser Pro 
290 295 300 

Pro Ser Ser Glu Pro Gly Ser Pro Asp Arg Gin Ala Glu Met Leu Gin 
305 310 315 320 

Asn Leu Thr Pro Pro Pro Ser Tyr Ala Ala Thr lie Ala Ser Lys Leu 
325 330 335 

Ala lie His Asn Pro Asn Leu Pro Thr Thr Leu Pro Val Asn Ser Gin 
340 345 350 

Asn lie Gin Pro Val Arg Tyr Asn Arg Arg Ser Asn Pro Asp Leu Glu 
355 360 365 

Lys Arg Arg lie His Tyr Cys Asp Tyr Pro Gly Cys Thr Lys Val Tyr 
370 375 380 

Thr Lys Ser Ser His Leu Lys Ala His Leu Arg Thr His Thr Gly Glu 
385 390 395 400 

Lys Pro Tyr Lys Cys Thr Trp Glu Gly Cys Asp Trp Arg Phe Ala Arg 
405 410 415 

Ser Asp Glu Leu Thr Arg His Tyr Arg Lys His Thr Gly Ala Lys Pro 
420 425 430 

Phe Gin Cys Gly Val Cys Asn Arg Ser Phe Ser Arg Ser Asp His Leu 
435 440 445 

Ala Leu His Met Lys Arg His Gin Asn 
450 455 



<210> 35 

<211> 1591 

<212> DNA 

<213> Mus musculus 

<220> 

<223> mouse intestinal -enriched Kruppel-like factor 
(IKLF, CKLF) CDNA 

<220> 
<221> CDS 

<222> (167) . . (1507) 
<223> CKLF 



<400> 35 

ccgagcccag 

gggtcccccg 

gatcgcgatc 

gctgaccatg 

cgtgttcgcg 

cttctccgga 

tggcccgcga 

gacccctcag 

tgcctcagtg 



gagccccgat 
ccgcggcccc 
gctccgtgtc 
agcgcccgcc 
cagctcaagc 
gacgatctga 
ctgccctcgg 
ctccctccag 
gtagaccagt 



ctccgtgccc 
ccgccgagtc 
ccgctcccgt 
tgggaccact 
cggtgctggg 
aacacgcgca 
aggagctggt 
ttccgataat 
tcttcactga 



gccttcgtga 
cgccgtcccg 
aatccccaga 
gccccagccg 
cgctgcgaac 
ccaccacccg 
ccagacaaga 
ttcagagcat 
cactgaaggc 



gcgtctggct 
tgccagcccg 
ccgtccatgc 
ccggccgcgc 
ccggcccgcg 
cctgcgccgc 
tgtgaaatgg 
aaaaagtata 
ataccttaca 



gccggcccag 60 
agcgaggtgg 12 0 
ccacgcgggt 180 
aggccgagcc 240 
acgcggcgct 300 
cgccagccgc 360 
agaagtatct 420 
gacgagacag 4 80 
gcatcaacat 540 
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gaacgtcttc 
atgcgtaaca 
ggcccctcct 
ctcccaccag 
tcctatacca 
gaatacaccg 
taatgtttct 
acagttccag 
ggccacttat 
tgagatgctg 
ggcgattcac 
tgtcagatac 
ttataatggt 
tcatacgggc 
gtcggatgag 
ggtgtgccaa 
gaactgagcg 
ctttaaaccg 



ctccctgaca 
cagatcaaga 
cctcctccgg 
accacagcgc 
gatcttcatc 
gatctagaca 
atggcaggcc 
ggcatgcccc 
tttcccccgt 
cagaatctca 
aacccaaatt 
aacagaagga 
tgcacaaaag 
gagaagccct 
ctgacccgcc 
cgcagcttct 
agcgaacgct 
cagacctaac 



tcactcacct 
cagaacctgt 
cccccaccca 
caccacagga 
tctctgtccc 
tgcccagttc 
ttaacccaca 
cttgcacgta 
caccaccaag 
ccccacctcc 
tacctgccac 
gtaacccgga 
tttatacaaa 
acaagtgcac 
actacaggaa 
cccgctccga 
gcgcccaccc 
ttcataaaaa 



gagaactggc 
taccattttc 
ggctctcccc 
ggtgaacaat 
ttcccagcag 
gacaaaccag 
cccctctgct 
caccatgcca 
ctcagagcct 
gtcctatgcc 
tctgccagtt 
tctggagaag 
gtcgtctcac 
ctgggagggc 
gcacacgggc 
ccacctcgcg 
gcctgacgcc 
9 



ctctacaaat 
agccaccaga 
gagttcacta 
atcttcatca 
ggccacctgt 
acggcagtaa 
gttccacaga 
agtcagtttc 
ggaagtcccg 
gctacaattg 
aattcgccaa 
cgacgtatcc 
ttaaaagctc 
tgcgactgga 
gccaagccgt 
ctgcacatga 
ttgcagtccg 



cccagagacc 
gcgagtcgac 
gtatcttcag 
aacaagaact 
accagctgtt 
tggacaccct 
cgtcaatgaa 
ttccacagca 
atagacaagc 
cttccaaact 
ctctcccacc 
acttctgcga 
acctgaggac 
ggtttgcccg 
tccagtgcat 
agcgccacca 
ctttgccatc 



600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1591 



<210> 36 

<211> 446 

<212> PRT 

<213> Mus musculus 

<220> 

<223> mouse intestinal -enriched Kruppel-like factor 
(IKLF, CKLF) 

<400> 36 

Met Pro Thr Arg Val Leu Thr Met Ser Ala Arg Leu Gly Pro Leu Pro 
15 10 15 

Gin Pro Pro Ala Ala Gin Ala Glu Pro Val Phe Ala Gin Leu Lys Pro 
20 25 30 

Val Leu Gly Ala Ala Asn Pro Ala Arg Asp Ala Ala Leu Phe Ser Gly 
35 40 45 

Asp Asp Leu Lys His Ala His His His Pro Pro Ala Pro Pro Pro Ala 
50 55 60 

Ala Gly Pro Arg Leu Pro Ser Glu Glu Leu Val Gin Thr Arg Cys Glu 
65 70 75 80 

Met Glu Lys Tyr Leu Thr Pro Gin Leu Pro Pro Val Pro lie lie Ser 
85 90 95 

Glu His Lys Lys Tyr Arg Arg Asp Ser Ala Ser Val Val Asp Gin Phe 
100 105 110 

Phe Thr Asp Thr Glu Gly lie Pro Tyr Ser lie Asn Met Asn Val Phe 
115 120 125 

Leu Pro Asp lie Thr His Leu Arg Thr Gly Leu Tyr Lys Ser Gin Arg 
130 135 140 

Pro Cys Val Thr Gin lie Lys Thr Glu Pro Val Thr He Phe Ser His 
145 " 150 155 160 
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Gin Ser Glu Ser Thr Ala Pro Pro Pro Pro Pro Ala Pro Thr Gin Ala 
165 170 175 



Leu Pro Glu Phe Thr Ser lie Phe Ser Ser His Gin Thr Thr Ala Pro 
180 185 190 

Pro Gin Glu Val Asn Asn lie Phe lie Lys Gin Glu Leu Pro lie Pro 
195 200 205 

Asp Leu His Leu Ser Val Pro Ser Gin Gin Gly His Leu Tyr Gin Leu 
210 215 220 

Leu Asn Thr Pro Asp Leu Asp Met Pro Ser Ser Thr Asn Gin Thr Ala 
225 230 235 240 

Val Met Asp Thr Leu Asn Val Ser Met Ala Gly Leu Asn Pro His Pro 
245 250 255 

Ser Ala Val Pro Gin Thr Ser Met Lys Gin Phe Gin Gly Met Pro Pro 
260 265 270 

Cys Thr Tyr Thr Met Pro Ser Gin Phe Leu Pro Gin Gin Ala Thr Tyr 
275 280 285 

Phe Pro Pro Ser Pro Pro Ser Ser Glu Pro Gly Ser Pro Asp Arg Gin 
290 295 300 

Ala Glu Met Leu Gin Asn Leu Thr Pro Pro Pro Ser Tyr Ala Ala Thr 
305 310 315 320 

lie Ala Ser Lys Leu Ala lie His Asn Pro Asn Leu Pro Ala Thr Leu 
325 330 335 

Pro Val Asn Ser Pro Thr Leu Pro Pro Val Arg Tyr Asn Arg Arg Ser 
340 345 350 

Asn Pro Asp Leu Glu Lys Arg Arg lie His Phe Cys Asp Tyr Asn Gly 
355 360 365 

Cys Thr Lys Val Tyr Thr Lys Ser Ser His Leu Lys Ala His Leu Arg 
370 375 380 

Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Thr Trp Glu Gly Cys Asp 
385 390 395 400 

Trp Arg Phe Ala Arg Ser Asp Glu Leu Thr Arg His Tyr Arg Lys His 
405 410 415 

Thr Gly Ala Lys Pro Phe Gin Cys Met Val Cys Gin Arg Ser Phe Ser 
420 425 430 

Arg Ser Asp His Leu Ala Leu His Met Lys Arg His Gin Asn 
435 440 445 



<210> 37 

<211> 877 

<212> DNA 

<213> Rattus 



norvegicus 
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<220> 

<223> rat Kruppel-like factor 5, intestinal (KLF5, CKLF) 
cDNA 



<220> 

<221> CDS 

<222> (145) 

<223> CKLF 



(792) 



<400> 37 

cggtatttca 

gaacttccta 

ctgttgaata 

acccttaatg 

atgaaacagt 

cagcaggcca 

caagctgaga 

aaactggcaa 

caacctgtcc 

tgtgattatg 

aggactcata 

gcccggtcgg 

tgcgtggtgt 

caccagaact 

taaaccgcag 



gctcccacca 
taccagatct 
cacctgatct 
tctctatggc 
tccagggcat 
cctactttcc 
tgctccagaa 
ttcacaatcc 
gatacaacag 
atggttgcac 
cgggcgagaa 
acgagctgac 
gcaaccgcag 
gagcactgcg 
acctaacttc 



gaccacagcg 
tcatctctcg 
agacatgccc 
tggccttaac 
gcctccttgc 
cccatcacca 
tctgacccca 
aaatttacct 
aaggagtaac 
aaaagtttat 
gccctacaag 
ccgccactac 
cttctcccgc 
cacaaccggc 
atataaaaaa 



ccagaggtga 
gtcccttccc 
agttcgacaa 
tcacacccct 
acgtacacca 
ccgagctcag 
cctccgtcct 
gccactctgc 
ccggatctgg 
acaaagtcgt 
tgcacctggg 
aggaagcaca 
tccgaccacc 
tcgacgcctc 
aaaaaaa 



acaatatctt 
agcagggcca 
accagacagc 
ctgctgtgcc 
tgccgagtca 
agcctggaag 
atgctgctac 
cagttaattc 
agaagcgacg 
ctcatttaaa 
agggctgcga 
cgggtgccaa 
tggcgctgca 
gcagtccgct 



catcaaacaa 
cctgtaccag 
agtcatggac 
acagacgtcc 
gtttcttcca 
tcctgataga 
aattgcttcg 
gccaaatatc 
catccatttc 
agctcacctg 
ctggaggttt 
gccgttccag 
catgaagcgc 
cgccatcctt 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

877 



<210> 38 
<211> 215 
<212> PRT 

<213> Rattus norvegicus 
<220> 

<223> rat Kruppel-like factor 5, intestinal (KLF5, CKLF) 
<400> 38 

Met Pro Ser Ser Thr Asn Gin Thr Ala Val Met Asp Thr Leu Asn Val 

1 ,5 10 15 

Ser Met Ala Gly Leu Asn Ser His Pro Ser Ala Val Pro Gin Thr Ser 
20 25 30 

Met Lys Gin Phe Gin Gly Met Pro Pro Cys Thr Tyr Thr Met Pro Ser 
35 40 45 

Gin Phe Leu Pro Gin Gin Ala Thr Tyr Phe Pro Pro Ser Pro Pro Ser 
50 55 60 

Ser Glu Pro Gly Ser Pro Asp Arg Gin Ala Glu Met Leu Gin Asn Leu 
65 70 75 80 

Thr Pro Pro Pro Ser Tyr Ala Ala Thr lie Ala Ser Lys Leu Ala lie 
85 90 95 

His Asn Pro Asn Leu Pro Ala Thr Leu Pro Val Asn Ser Pro Asn lie 
100 105 110 

Gin Pro Val Arg Tyr Asn Arg Arg Ser Asn Pro Asp Leu Glu Lys Arg 
115 120 125 
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Arg lie His Phe 
130 

Ser Ser His Leu 
145 

Tyr Lys Cys Thr 



Glu Leu Thr Arg 
180 

Cys Val Val Cys 
195 

His Met Lys Arg 
210 



Cys Asp Tyr Asp 
135 

Lys Ala His Leu 
150 

Trp Glu Gly Cys 
165 

His Tyr Arg Lys 



Asn Arg Ser Phe 
2 00 

His Gin Asn 
215 



Gly Cys Thr Lys 
140 

Arg Thr His Thr 
155 

Asp Trp Arg Phe 
170 

His Thr Gly Ala 
185 

Ser Arg Ser Asp 



Val Tyr Thr Lys 



Gly Glu Lys Pro 
160 

Ala Arg Ser Asp 
175 

Lys Pro Phe Gin 
190 

His Leu Ala Leu 
205 



<210> 39 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MAST2 05b PCR 
Forward primer 110F 

<400> 39 

acagcagtcc tggcactcct t 21 



<210> 40 

<211> 22 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MAST2 05b PCR 
Reverse primer 174R 

<400> 40 

gcggttactt gtccgacaac tc 22 



<210> 41 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MAST2 05b PCR 
Taqman Probe Probe 13 3 

<400> 41 

tccagccgcc cactgccg 
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<210> 42 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MAST2 05 PCR 
Forward primer 717F 

<400> 42 

ttggacagtc tgcaccttct ctta 



<210> 43 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MAST2 05 PCR 
Reverse primer 801R 

<400> 43 

cggttacttg tccgacaaaa gc 



<210> 44 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : MAST2 0 5 PCR 
Taqman Probe Probe74 5 

<400> 44 

tggcctgaag gacttgagcc ttccagccca ctgccg 



<210> 45 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : hexahistidine 
(His) affinity tag 

<400> 45 

His His His His His His 
1 5 



<210> 46 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : poly-Gly 
flexible linker 
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<220> 

<2 21> MOD_RES 
<222> (6) . . (200) 

<223> Gly residues from position 6 to 200 may be present 
or absent 

<400> 46 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
15 10 15 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
2 0 2 5 3 0 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
35 40 45 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
50 55 60 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
65 70 75 80 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
85 90 95 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
100 105 110 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
115 120 125 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
130 135 140 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
145 150 155 160 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
165 170 175 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
180 185 190 

Gly Gly Gly Gly Gly Gly Gly Gly 
195 200 
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